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Giuseppe Jurman

Data Scientist

Jan 21 - ongoing

Head of Data Science for Health (DSH) Research Unit, Center for Digital Health &
Wellbeing, Fondazione Bruno Kessler

Jan 20 - Dec 20

Head of Predictive Models for Biomedicine and Environment (MPBA) Research Unit,
Fondazione Bruno Kessler
Jan 08 - Dec 19

Senior Researcher at Fondazione Bruno Kessler, Research Unit MPBA
Jan 06 - Dec 07

Junior Researcher at Fondazione Bruno Kessler, Research Unit MPBA
Jan 03 - Dec 05

PostDoc Fellow at Fondazione Bruno Kessler, Research Unit MPBA
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Jun 01 - Dec 02

Dates
Occupation or position held PostDoc Fellow at University of Trento, Department of Mathematics
Feb 01 - Jun 01
Dates
Occupation or position held Programmer at Netwise, snc
Feb 99 - Feb 01
Dates
Occupation or position held PostDoc Fellow at Center for Mathematics and Applications, Australian National Uni-

versity (Canberra)

Education and training

Dates May 21
Title of qualification awarded National Scientific Qualification as Associate Professor
Subject Bioengineering (09/G2)
Validity May 2021 - May 2030

Nov 98
Dates
Title of qualification awarded Ph. D.
Principal subjects Mathematics
Name and type of organization University of Trento (Prof. A. Caranti)
providing education and training
Jul 93
Dates
Title of qualification awarded M. Sc. (Laurea)
Principal subjects Mathematics
Name and type of organization University of Trento (Prof. E. Ballico)

providing education and training

Language skills
and competences

Mother tongue(s) ltalian
Other language(s)

Self-assessment Understanding Speaking Writing
European level()
P Listening Reading . Spokgn Spoke.n
interaction production
English C1 C1 C1 C1 C1

©)Common European Framework of Reference (CEF) level

Computer skills and

competences
Advanced: R, Python, PHP
Programming languages Intermediate: C, SQL, Perl, Bash, Awk, Basic, Fortran, Lisp, Pascal
Basic: Matlab, Java
Advanced: *nix
Operative Systems Intermediate: OS X
Basic: Microsoft Windows
Research Interests
Data Science Data Analytics, Artificial Intelligence, Bioinformatics, Machine Learning, Deep Learn-
ing, Computational Biology, Data Visualization
Algebra Network theory, Group theory, Lie algebras, Combinatorics
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Summer Schools
Directions

Event
Role
Year

Tutoring

Ph.D.

Student
Institution
Role
Year

Student
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Role
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Student
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Student
Institution
Role
Year

Title
Student
Institution

Role
Year

M.Sc.

Title
Student
Institution
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Institution
Role
Year

Page 3/ 22 - Curriculum vitee of
Giuseppe Jurman

WebValley FBK International Summer School in Data Science
Director
2009-2023 (15 editions)

Matteo Pozzi

Ph.D. in Quantitative Biology, University of Trento
Thesis Supervisor

Ongoing

Massimiliano Datres

Ph.D. in Mathematics, University of Trento
Thesis Co-Supervisor

Ongoing

Ornella Colpani

Ph.D. in Pharmacological and Biomolecular Sciences, University of Milan
Thesis Co-Supervisor

Suspended

Theoretical and algorithmic solutions for null models in network theory
Andrea Gobbi

Doctoral Programme in Mathematics, University of Trento

Thesis Supervisor

2013

Distances and Stability in Biological Network Theory
Roberto Visintainer

Doctoral Programme in Information and Communication Technology, University of
Trento

Thesis Supervisor
2013

TBD

Elisa Maccabiani

M.Sc. in Data Science, University of Trento
Thesis Supervisor

2023, ongoing

TBD

Federica Rignanese

M.Sc. in Quantitative and Computational Biology, University of Trento
Thesis Supervisor

2023, ongoing
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Tourism in Trentino: an exploratory and forecast logitudinal analysis
Elisa Rigoni

M.Sc. in Data Science, University of Trento

Thesis Supervisor

2023, ongoing

Enhancing lungs cancer prognosis with radiomic features: a comparative evaluation
of hand-crafted and Deep Learning segmentation in CT scans

Huma Rehman

M.Sc. in Data Science, University of Trento
Thesis Co-Supervisor

2023, ongoing

Generative approaches versus resampling for time-series clinical data: methods to
mitigate health data poverty

Raffaele Marchesi

M.Sc. in Data Science, University of Trento
Thesis Co-Supervisor

2023, ongoing

Enhancing reproducibility and interpretability in Crohn’s Disease and Ulcerative Colitis
Detection

Elisa Paolazzi

M.Sc. in Data Science, University of Trento
Thesis Supervisor

2023

A machine learning approach in the predicive modelling of resource allocation in arti-
ficial snow-making

Alessio Rimessi

M.Sc. in Data Science, University of Trento
Thesis Supervisor

2023

Visualization of binary confusion matrices: classical and novel approaches
Isabella Dario

M.Sc. in Data Science, University of Trento

Thesis Supervisor

2021

Prediction and Simulation of football teams’ behaviour through Deep Learning tech-
niques

Riccardo Zorzoni

M.Sc. in Data Science, University of Trento

Thesis Supervisor

2021

Data Science in the ICU: machine learning models to predict deterioration of critically
ill patients

Eric Solinas

M.Sc. in Data Science, University of Trento

Thesis Supervisor

2021
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Machine learning prediction of diabetes comorbidities in a large Italian cohort
Giacomo Bornino

M.Sc. in Data Science, University of Trento

Thesis Supervisor

2021

Deep features analysis with geometric methdos in digital pathology: quantification of
the immune response in neuroblastoma patients

Bruno Papa

M.Sc. in Data Science, University of Trento
Thesis Supervisor

2021

Object detection of T lymphocytes in Neuroblastoma using deep learning
Chiara Riccardi

M.Sc. in Quantitative and Computational Biology, University of Trento
Thesis Supervisor

2021

Gender and Geographical Factors Impacting Stroke Admissions
Nicold Merzi

M.Sc. in Data Science, University of Trento

Thesis Supervisor

2021

Al in predictive diagnostics: DL for gastrointestinal endoscopic imaging in Inflamma-
tory Bowel Diseases

Nicolae Puica

M.Sc. in Computer Science, University of Trento
Thesis Supervisor

2021

Phylogenetic Convolutional Neural Networks in Metagenomics
Ylenia Giarratano

M.Sc. in Mathematics, University of Trento

Thesis Supervisor

2016

Techniques of integration for high-throughput omics data
Lucia Trastulla

M.Sc. in Mathematics, University of Trento

Thesis Supervisor

2016

Biological network inference via DTW & correlation measures from time-course data
Marco Ferrarini

M.Sc. in Mathematics, University of Trento

Thesis Supervisor

2012

Feature ranking and classification of molecular data based on discriminant analysis
methods

Roberto Visintainer
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M.Sc. in Telecommunications Engineering, University of Trento
Thesis Supervisor
2008

Algebraic reconstruction of gene regulatory networks
Andrea Gobbi

M.Sc. in Mathematics, University of Trento

Thesis Supervisor

2010

Metodi algebrici per la bioinformatica: codici ECOC in problemi multiclasse con costi
non uniformi

Irene Oliani

M.Sc. in Mathematics, University of Trento
Thesis Supervisor

2005

TBD

Luca Cazzola

B.Sc. in Data Science, University of Trento
Thesis Supervisor

2023, ongoing

A Machine Learning Approach for Gestational Diabetes Mellitus Prediction
Denise Tampieri

B.Sc. in Data Science, University of Trento

Thesis Supervisor

2023

Data Leakage in Digital Pathology

Alessia Marcolini

B.Sc. in Computer Science, University of Trento
Thesis Supervisor

2020

A telegram-bot based alerting system for metereological extreme events
Vincenzo Caracciolo

B.Sc. in Computer Science, University of Trento

Thesis Supervisor

2020

Algebraic and combinatorial techniques for stability algorithms on ranked data
Andrea Gobbi

B.Sc. in Mathematics, University of Trento

Thesis Supervisor

2008

Studio di algoritmi algebrici per la stabilita predittiva di signature molecolari per dati
genomici ad alta dimensione

Martina Rossi
B.Sc. in Mathematics, University of Trento
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Course
Course
School
Institution
Role
Year
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Thesis Supervisor
2008

Algoritmi permutazionali per la sintesi di profili molecolari
Stefano Maragnoli

B.Sc. in Mathematics, University of Trento

Thesis Supervisor

2005

Indicatori algebrici di stabilité per liste ordinate in diagnostica molecolare
Alessia Peretti

B.Sc. in Mathematics, University of Trento

Thesis Supervisor

2005

Tecnologie digitali: traiettorie future per la pratica medica

La salute digitale: Corso introduttivo all’utilizzo delle tecnologie digitali nella pratica
medica

Scuola di formazione specifica in Medicina Generale, FBK & University of Trento
Lecturer
2023

Building trust on Artificial Intelligence as a practical primer of clinical research
Advanced educational and training course on clinical research

Department of Medicine, University of Padua

Lecturer

2023

Data Visualization Lab

M. Sc. Data Science, University of Trento
Lecturer

2022/23

Il machine learning

La diagnostica per immagini: Anatomia Patologica

2nd Formazione manageriale retraining: Intelligenza artificiale e Big Data in sanita
Autonomous Province of Trento

Lecturer

2022

Data Visualization Lab

M. Sc. Data Science, University of Trento
Lecturer

2021/22

Intelligenza artificiale: una opportunita per la scienza e la medicina

Il machine learning

La diagnostica per immagini: Anatomia Patologica

1st Formazione manageriale retraining: Intelligenza artificiale e Big Data in sanita
Autonomous Province of Trento
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Lecturer
2021

Data Visualization Lab

M. Sc. Data Science, University of Trento
Lecturer

2020/21

Data Visualization Lab

M. Sc. Data Science, University of Trento
Lecturer

2019/20

Data Visualization Lab

M. Sc. Data Science, University of Trento
Lecturer

2018/19

Data Mining

M. Sc. Computer Science, Free University of Bolzano
Lecturer

2016/17

Statistical Machine Learning

ICT International Doctorate School, University of Trento
Lecturer

2005/06

Algebra |

M.Sc. in Mathematics, University of Trento
Assistant

2001/02

Algebra Il

B.Sc. in Mathematics, University of Trento
Assistant

2001/02

Galois Theory

B.Sc. in Mathematics, University of Trento
Assistant

2001/02

Introduction to Lie algebras

M.Sc. in Mathematics, Australian National University
Lecturer

2000

Calculus Il

B.Sc. in Informatic Engineering, University of Trento
Assistant

1997/98
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h-index (Google Scholar)
OrclD
ScopusID

Refereed Journals
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Calculus
B.Sc. in Economics, University of Trento
Assistant
1996/97

Calculus
B.Sc. in Economics, University of Trento
Assistant
1995/96

36
orcid.org/0000-0002-2705-5728
6602367398

Davide Chicco and Giuseppe Jurman.

A statistical comparison between Matthews correlation coefficient (MCC), prevalence
threshold, and Fowlkes—Mallows index.

Journal of Biomedical Informatics, 144:104426, 2023

Davide Chicco and Giuseppe Jurman.

The Matthews correlation coefficient (MCC) should replace the ROC AUC as the stan-
dard metric for assessing binary classification.

BioData Mining, 16(1):4, 2023

Jordi Martorell-Marugan, Pedro Carmona-Saez, Marco Chierici, Sara Bandres-Ciga,
and Giuseppe Jurman.

Machine Learning Applications in the Study of Parkinson’s Disease: A Systematic
Review.

Current Bioinformatics, 18:E—pub Ahead of Print, 2023

Jordi Martorell-Marugan, Marco Chierici, Giuseppe Jurman, Marta E. Alarcén-
Riguelme, and Pedro Carmona-Séaez.

Differential diagnosis of systemic lupus erythematosus and Sjégren’s syndrome using
machine learning and multi-omics data.

Computers in Biology and Medicine, 152:106373, 2023

Davide Chicco and Giuseppe Jurman.
Ten simple rules for providing bioinformatics support within a hospital.
BioData Mining, 16(1):6, 2023

Davide Chicco, Tiziana Sanavia, and Giuseppe Jurman.

Signature literature review reveals AHCY, DPYSL3, and NME1 as the most recurrent
prognostic genes for neuroblastoma.

BioData Mining, 16(1):7, 2023

Davide Chicco and Giuseppe Jurman.

An invitation to greater use of Matthews correlation coefficient (MCC) in robotics and
artificial intelligence.

Frontiers in Robotics and Al, 9:876814, 2022

Francesca Minnai, Sara Noci, Marco Chierici, Chiara Elisabetta Cotroneo, Barbara
Bartolini, Matteo Incarbone, Davide Tosi, Giovanni Mattioni, Giuseppe Jurman, Tom-
maso A. Dragani, and Francesca Colombo.

Genetic predisposition to lung adenocarcinoma outcome is a feature already present
in patients' noninvolved lung tissue.

Cancer Science, 114(1):281-294, 2022

For more information go to http://europass.cedefop.eu.int
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Marco Chierici, Nicolae Puica, Matteo Pozzi, Antonello Capistrano, Marcello Dorian
Donzella, Antonio Colangelo, Venet Osmani, and Giuseppe Jurman.

Automatically detecting Crohn’s disease and Ulcerative Colitis from endoscopic imag-
ing.

BMC Medical Informatics and Decision Making, 22(S6):300, 2022

Davide Chicco, Abbas Alameer, Sara Rahmati, and Giuseppe Jurman.

Towards a potential pan-cancer prognostic signature for gene expression based on
probesets and ensemble machine learning.

BioData Mining, 15(1):28, 2022

Davide Chicco and Giuseppe Jurman.
A brief survey of tools for genomic regions enrichment analysis.
Frontiers in Bioinformatics, 2:968327, 2022

Davide Chicco and Giuseppe Jurman.

The ABC recommendations for validation of supervised machine learning results in
biomedical sciences.

Frontiers in Big Data, 5:979465, 2022

Alessia Marcolini, Nicole Bussola, Ernesto Arbitrio, Mohamed Amgad, Giuseppe Jur-
man, and Cesare Furlanello.

histolab: A Python library for reproducible Digital Pathology preprocessing with auto-
mated testing.

SoftwareX, 20:101237, 2022

Wendell Jones, Binsheng Gong, Natalia Novoradovskaya, Dan Li, Rebecca Kusko,
Todd A. Richmond, Donald J. Johann Jr, Halil Bisgin, Sayed Mohammad Ebrahim
Sahraeian, Pierre R. Bushel, Mehdi Pirooznia, Katherine Wilkins, Marco Chierici,
Wenjun Bao, Lee Scott Basehore, Anne Bergstrom Lucas, Daniel Burgess, Daniel J.
Butler, Simon Cawley, Chia-Jung Chang, Guangchun Chen, Tao Chen, Yun-Ching
Chen, Daniel J. Craig, Angela del Pozo, Jonathan Foox, Margherita Francescatto,
Yutao Fu, Cesare Furlanello, Kristina Giorda, Kira P. Grist, Meijian Guan, Yingyi
Hao, Scott Happe, Gunjan Hariani, Nathan Haseley, Jeff Jasper, Giuseppe Jurman,
David Philip Kreil, Pawet tabaj, Kevin Lai, Jianying Li, Quan-Zhen Li, Yulong Li,
Zhiguang Li, Zhichao Liu, Mario Solis Lépez, Kelci Miclaus, Raymond Miller, Vinay K.
Mittal, Marghoob Mohiyuddin, Carlos Pabdn-Pefia, Barbara L. Parsons, Fujun Qiu,
Andreas Scherer, Tieliu Shi, Suzy Stiegelmeyer, Chen Suo, Nikola Tom, Dong Wang,
Zhining Wen, Leihong Wu, Wenzhong Xiao, Chang Xu, Ying Yu, Jiyang Zhang, Yi-
fan Zhang, Zhihong Zhang, Yuanting Zheng, Christopher E. Mason, James C. Willey,
Weida Tong, Leming Shi, and Joshua Xu.

A verified genomic reference sample for assessing performance of cancer panels
detecting small variants of low allele frequency.

Genome Biology, 22:111, 2021

Davide Chicco, Niklas Tétsch, and Giuseppe Jurman.

The Matthews correlation coefficient (MCC) is more reliable than balanced accuracy,
bookmaker informedness, and markedness in two-class confusion matrix evaluation.
BioData Mining, 14:13, 2021

Davide Chicco, Matthijs J Warrens, and Giuseppe Jurman.

The coefficient of determination R-squared is more informative than SMAPE, MAE,
MAPE, MSE and RMSE in regression analysis evaluation.

Peerd Computer Science, 7:€623, 2021

Davide Chicco, Matthijs J. Warrens, and Giuseppe Jurman.

The Matthews Correlation Coefficient (MCC) is More Informative Than Cohen’s Kappa
and Brier Score in Binary Classification Assessment.

IEEE Access, 9:78368-78381, 2021

For more information go to http://europass.cedefop.eu.int
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Davide Chicco and Giuseppe Jurman.

Arterial disease computational prediction and health record feature ranking among
patients diagnosed with inflammatory bowel disease.

IEEE Access, 9:78648-78657, 2021

Nicole Bussola, Bruno Papa, Ombretta Melaiu, Aurora Castellano, Doriana Fruci, and
Giuseppe Jurman.

Quantification of the Immune Content in Neuroblastoma: Deep Learning and Topo-
logical Data Analysis in Digital Pathology.

International Journal of Molecular Sciences, 22(16):8804, 2021

Davide Chicco, Valery Starovoitov, and Giuseppe Jurman.

The Benefits of the Matthews Correlation Coefficient (MCC) Over the Diagnostic Odds
Ratio (DOR) in Binary Classification Assessment.

IEEE Access, 9:47112—-47124, 2021

Davide Chicco and Giuseppe Jurman.

The advantages of the Matthews correlation coefficient (MCC) over F1 score and
accuracy in binary classification evaluation.

BMC Genomics, 21(6):6, 2020

Ombretta Melaiu, Marco Chierici, Valeria Lucarini, Giuseppe Jurman, Libenzio Adrian
Conti, Rita De Vito, Renata Boldrini, Loredana Cifaldi, Aurora Castellano, Cesare
Furlanello, Vincenzo Barnaba, Franco Locatelli, and Doriana Fruci.

Cellular and gene signatures of tumor-infiltrating dendritic cells and natural-killer cells
predict prognosis of neuroblastoma.

Nature Communications, 11(1), 2020

Nina Verstraete, Giuseppe Jurman, Giulia Bertagnolli, Arsham Ghavasieh, Vera Pan-
caldi, and Manlio De Domenico.

CovMulNet19, integrating proteins, diseases, drugs, and symptoms: A network
medicine approach to COVID-19.

Network and Systems Medicine, 3(1):130—-141, 2020

Davide Chicco and Giuseppe Jurman.

Survival prediction of patients with sepsis from age, sex, and septic episode number
alone.

Scientific Reports, 10(1), 2020

Francesco Saverio Sorrentino, Giuseppe Jurman, Katia De Nadai, Claudio Campa,
Cesare Furlanello, and Francesco Parmeggiani.

Application of Artificial Intelligence in Targeting Retinal Diseases.

Current Drug Targets, 21(12):1208—-1215, 2020

Gabriele Franch, Valerio Maggio, Luca Coviello, Marta Pendesini, Giuseppe Jurman,
and Cesare Furlanello.

TAASRAD19, a high-resolution weather radar reflectivity dataset for precipitation now-
casting.

Scientific Data, 7(1), 2020

Luca Coviello, Marco Cristoforetti, Giuseppe Jurman, and Cesare Furlanello.
GBCNet: In-field grape berries counting for yield estimation by dilated CNNs.
Applied Sciences, 10(14):4870, 2020

Marco Chierici, Nicole Bussola, Alessia Marcolini, Margherita Francescatto, Alessan-
dro Zandona, Lucia Trastulla, Claudio Agostinelli, Giuseppe Jurman, and Cesare
Furlanello.

Integrative Network Fusion: A Multi-Omics Approach in Molecular Profiling.

Frontiers in Oncology, 10, 2020

For more information go to http://europass.cedefop.eu.int
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Gabriele Franch, Daniele Nerini, Marta Pendesini, Luca Coviello, Giuseppe Jurman,
and Cesare Furlanello.

Precipitation Nowcasting with Orographic Enhanced Stacked Generalization: Improv-
ing Deep Learning Predictions on Extreme Events.

Atmosphere, 11(3):267, 2020

Marco Chierici, Margherita Francescatto, Nicole Bussola, Giuseppe Jurman, and Ce-
sare Furlanello.

Predictability of drug-induced liver injury by machine learning.

Biology Direct, 15:3, 2020

Davide Chicco and Giuseppe Jurman.

Machine learning can predict survival of patients with heart failure from serum creati-
nine and ejection fraction alone.

BMC Medical Informatics and Decision Making, 20:16, 2020

G. Franch, G. Jurman, L. Coviello, M. Pendesini, and C. Furlanello.

MASS-UMAP: Fast and Accurate Analog Ensemble Search in Weather Radar
Archives.

Remote Sensing, 11(24):2922, 2019

P. Brown, The RELISH Consortium, and Y. Zhou.

Large expert-curated database for benchmarking document similarity detection in
biomedical literature search.

Database, 2019:baz085, 2019

G. Jurman.
Seasonal Linear Predictivity in National Football Championships.
Big Data, 7:21-34, 2019

A. Bizzego, N. Bussola, M. Chierici, V. Maggio, M. Francescatto, L. Cima, M. Cristo-
foretti, G. Jurman, and C. Furlanello.

Evaluating reproducibility of Al algorithms in digital pathology with DAPPER.

PLOS Computational Biology, 15(3):e1006269, 2019

M. Chierici, M. Giulini, N. Bussola, G. Jurman, and C. Furlanello.

Machine learning models for predicting endocrine disruption potential of environmen-
tal chemicals.

Journal of Environmental Science and Health. Part C, Environmental Carcinogenesis
& Ecotoxicology Reviews, 36:237-251, 2019

R. Boldrini, M. D. De Pasquale, O. Melaiu, M. Chierici, G. Jurman, M. C. Benedetti,
N. C. Salfi, A. Castellano, P. Collini, C. Furlanello, V. Pistoia, L. Cifaldi, M. Terenziani,
and D. Fruci.

Tumor-infiltrating T cells and PD-L1 expression in childhood malignant extracranial
germ-cell tumors.

Oncolmmunology, 8(2):e1542245, 2019

D. Fioravanti, Y. Giarratano, V. Maggio, C. Agostinelli, M. Chierici, G. Jurman, and
C. Furlanello.

Phylogenetic convolutional neural networks in metagenomics.

BMC Bioinformatics, 19(S2):49, 2018

V. Maggio, M. Chierici, G. Jurman, and C. Furlanello.

Distillation of the clinical algorithm improves prognosis by multi-task deep learning in
high-risk Neuroblastoma.

PLOS ONE, 13(12):e0208924, 2018

G. Mangioni, G. Jurman, and M. De Domenico.

Multilayer flows in molecular networks identify biological modules in the human pro-
teome.

IEEE Transactions on Network Science and Engineering, Early Access:1, 2018

For more information go to http://europass.cedefop.eu.int
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N.M. Rad, S.M. Kia, C. Zarbo, T. van Laarhoven, G. Jurman, P. Venuti, E. Marchiori,
and C. Furlanello.

Deep learning for automatic stereotypical motor movement detection using wearable
sensors in autism spectrum disorders.

Signal Processing, 144:180-191, 2018

M. Francescatto, M. Chierici, S Rezvan Dezfooli, A. Zandona, G. Jurman, and
C. Furlanello.

Multi-omics integration for neuroblastoma clinical endpoint prediction.

Biology Direct, 13(1):5, 2018

G. Jurman, V. Maggio, I. Landi, M. Francescatto, M. Chierici, M. De Domenico, and
C. Furlanello.

omicsCNN: a general deep learning framework for omics data modeling and classifi-
cation.

Human Genomics, 12(S1):38, 2018

O. Melaiu, M. Mina, M. Chierici, R. Boldrini, G. Jurman, P. Romania, V. D’Alicandro,
M.C. Benedetti, A. Castellano, T. Liu, C. Furlanello, F. Locatelli, and D. Fruci.

PD-L1 is a therapeutic target of the Bromodomain inhibitor JQ1 and, combined with
HLA class I, a promising prognostic biomarker in neuroblastoma.

Clinical Cancer Research, 23(15):4462—4472, 2017

G. Jurman.
Metric projection for dynamic multiplex networks.
Heliyon, 2(7):e00136, 2016

S. Riccadonna, G. Jurman, R. Visintainer, M. Filosi, and C. Furlanello.
DTW-MIC Coexpression Networks from Time-Course Data.
PLOS ONE, 11(3):e0152648, 2016

M. Mina, S. Magi, G. Jurman, M. Itoh, H. Kawaji, T. Lassmann, E. Arner, A.R.R. For-
rest, P. Carninci, Y. Hayashizaki, C.O. Daub, The FANTOM Consortium, M. Okada-
Hatakeyama, and C. Furlanello.

Promoter-level expression clustering identifies time development of transcriptional
regulatory cascades initiated by ErbB receptors in breast cancer cells.

Nature Scientific Report, 5:11999, 2015

A. Gobbi and G. Jurman.
A null model for Pearson correlation networks.
PLOS ONE, 10(6):e0128115, 2015

D. Fay, A.\W. Moore, K. Brown, M. Filosi, and G. Jurman.

Graph metrics as summary statistics for Approximate Bayesian Computation with ap-
plication to network model parameter estimation.

IMA Journal of Complex Networks, 3:52-83, 2015

Hiromasa Morikawa, Naganari Ohkura, Alexis Vandenbon, Masayoshi Itoh, Sayaka
Nagao-Sato, Hideya Kawaji, Timo Lassmann, Piero Carninci, Yoshihide Hayashizaki,
Alistair RR Forrest, Daron M Standley, Hiroshi Date, Shimon Sakaguchi, and The
FANTOM consortium.

Differential roles of epigenetic changes and Foxp3 expression in regulatory T cell-
specific transcriptional regulation.

Proceedings of the National Academy of Sciences, 111(14):5289-5294, 2014

M. Filosi, R. Visintainer, S. Riccadonna, G. Jurman, and C. Furlanello.
Stability Indicators in Network Reconstruction.
PLOS ONE, 9(2):e89815, 2014

A. Gobbi, F. lorio, K.J. Dawson, D.C. Wedge, D. Tamborero, L.B. Alexandrov, N. Lopez-
Bigas, M.J. Garnett, G. Jurman, and J. Saez-Rodriguez.

Fast randomization of large genomics datasets while preserving alteration counts.
Bioinformatics, 30(17):i617—i623, 2014

For more information go to http://europass.cedefop.eu.int
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C. Wang, B. Gong, P.R. Bushel, J. Thierry-Mieg, D. Thierry-Mieg, J. Xu, H. Fang,
H. Hong, J. Shen, Z. Su, J. Meehan, X. Li, L. Yang, H. Li, P.P. Labaj, D.P. Krell,
D. Megherbi, S. Gaj, F. Calment, J. van Delft, J. Kleinjans, A. Sherer, V. Deva-
narayan, J. Wang, Y. Yang, H.-R. Qian, L.J. Lancashire, M. Bessarabova, Y. Nikolsky,
C. Furlanello, M. Chierici, D. Albanese, G. Jurman, S. Riccadonna, M. Filosi, R. Vis-
intainer, K.K. Zhang, J. Li, J.-H. Hsieh, D.L. Svoboda, J.C. Fuscoe, Y. Deng, L. Shi,
R.S. Paules, S.S. Auerbach, and W. Tong.

The concordance between RNA-Seq and microarray data depends on chemical treat-
ment and transcript abundance.

Nature Biotechnology, 32(9):926-932, 2014

The Fantom5 Consortium.
A promoter-level mammalian expression atlas.
Nature, 507:462—470, 2014

D. Albanese, M. Filosi, R. Visintainer, S. Riccadonna, G. Jurman, and C. Furlanello.
minepy and minerva: a C engine for the MINE suite and its Python, R and MATLAB
wrappers.

Bioinformatics, 29(3):407—408, 2013

S. Merler and G. Jurman.
A combinatorial model of malware diffusion via Bluetooth connections.
PLOS ONE, 8(3):€59468, 2013

R. Sanz-Pamplona, A. Berenguer, D. Cordero, S. Riccadonna, X. Solé, M. Crous-Bou,
E. Guing, X. Sanjuan, S. Biondo, A. Soriano, G. Jurman, G. Capella, C. Furlanello,
and V. Moreno.

Clinical value of prognosis gene expression signatures in colorectal cancer: a sys-
tematic review.

PLOS ONE, 7(11):48877, 2012

B. di Camillo, T. Sanavia, M . Martini, G. Jurman, C. Furlanello, F. Sambo, A. Barla,
M. Squillario, G. Toffolo, and C. Cobelli.

Effect of size and heterogeneity of samples on biomarker discovery: synthetic and
real data assessment.

PLOS ONE, 7(3):€32200, 2012

G. Jurman, S. Riccadonna, and C. Furlanello.
A comparison of MCC and CEN error measures in multi-class prediction.
PLOS ONE, 7(8):e41882, 2012

G. Jurman, S. Riccadonna, R. Visintainer, and C. Furlanello.
Algebraic Comparison of Partial Lists in Bioinformatics.
PLOS ONE, 7(5):€36540, 2012

M. Grimaldi, R. Visintainer, and G. Jurman.
RegnANN: Reverse Engineering Gene Networks using Artificial Neural Networks.
PLOS ONE, 6(12):28646, 2011

The MicroArray Quality Control (MAQC) Consortium.

The MAQC-II Project: A comprehensive study of common practices for the develop-
ment and validation of microarray-based predictive models.

Nature Biotechnology, 28(8):827—838, 2010

W. Shi, M. Bessarabova, D. Dosymbekov, Z. Dezso, T. Nikolskaya, M. Dudoladova,
T. Serebryiskaya, A. Bugrim, R.J. Brennan, R. Shah, J. Dopazo, M. Chen, Y. Deng,
T Shi, G. Jurman, C. Furlanello, R.S. Thomas, J.C. Corton, W. Tong, L. Shi, and
Y. Nikolsky.

Functional analysis of multiple genomic signatures demonstrates that classification
algorithms choose phenotype-related genes.

The Pharmacogenomics Journal, 10:310-323, 2010

For more information go to http://europass.cedefop.eu.int
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G. Guzzetta, G. Jurman, and C. Furlanello.
A machine learning pipeline for quantitative phenotype prediction from genotype data.
BMC Bioinformatics, 11(Supp.8):S3, 2010

M. Avitabile, G. Jurman, and S. Mattarei.
The structure of thin Lie algebras with characteristic two.
International Journal of Algebra and Computation, 20(6):731-768, 2010

J.P.A. loannidis, D.B. Allison, C.A. Ball, I. Coulibaly, X. Cui, Culhane. A.C., M. Falchi,
C. Furlanello, L. Game, G. Jurman, T. Mehta, J. Mangion, M. Nitzberg, G.P. Page,
E. Petretto, and V. van Noort.

Repeatability of published microarray gene expression analyses.

Nature Genetics, 41(2):499-505, 2009

G. Jurman, S. Merler, A. Barla, S. Paoli, A. Galea, and C. Furlanello.
Algebraic stability indicators for ranked lists in molecular profiling.
Bioinformatics, 24(2):258-264, 2008

A. Barla, G. Jurman, S. Riccadonna, M. Chierici, S. Merler, and C. Furlanello.
Machine learning methods for predictive proteomics.
Briefings in Bioinformatics, 9(2):119—-128, 2008

S. Paoli, G. Jurman, D. Albanese, S. Merler, and C. Furlanello.
Integrating gene expression profiling and clinical data.
International Journal of Approximate Reasoning, 47(1):58-69, 2008

S. Riccadonna, G Jurman, S. Merler, S. Paoli, A. Quattrone, and C. Furlanello.
Supervised classification of combined copy number and gene expression data.
Journal of Integrative Bioinformatics, 4(3):74, 2007

M. Cannataro, A. Barla, R. Flor, A. Gallo, G. Jurman, S. Merler, S. Paoli, G. Tradigo,
P. Veltri, and Furlanello.

A grid environment for high-throughput proteomics.

IEEE Transactions on Nanobioscience, 6(2):117-123, 2007

M.L. Ciofi degli Atti, C. Rizzo, A Bella, M. Massari, M. lannelli, A. Lunelli, A. Pugliese,
J. Ripoll, P. Manfredi, G. Scalia Tomba, S. Merler, G. Jurman, and C. Furlanello.
Modelling scenarios of diffusion and control of pandemic influenza, italy.
Eurosurveillance, 12(1):E070104.2, 2007

C. De Pitta, L. Tombolan, G. Albiero, F. Sartori, C. Romualdi, G. Jurman, M. Carli,
C. Furlanello, G. Lanfranchi, and A. Rosolen.

Gene expression profiling identifies potential relevant genes in alveolar rhab-
domyosarcoma pathogenesis and discriminates PAX3-FKHR positive and negative
tumors.

International Journal of Cancer, 118(11):2772-2781, 2006

C. Furlanello, S. Merler, and G. Jurman.
Combining feature selection and DTW for time-varying functional genomics.
IEEE Transactions on Signal Processing, 54(6):2436—2443, 2006

S. Merler and G. Jurman.
Terminated Ramp - Support Vector Machine: a nonparametric data dependent kernel.
Neural Networks, 19:1597-1611, 2006

C. Furlanello, M. Serafini, S. Merler, and G. Jurman.
Semi-supervised learning for molecular profiling.
IEEE Transactions on Computational Biology and Bioinformatics, 2(2):110—118, 2005

G. Jurman.
Graded Lie algebras of maximal class, Ill.
Journal of Algebra, 284(2):435—461, 2005
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C. Furlanello, M. Serafini, S. Merler, and G. Jurman.

Methods for predictive classification and molecular profiling from DNA microarray
data.

Italian Heart Journal, 5(1):199-202, 2004

G. Jurman.
A family of simple Lie algebras in characteristic two.
Journal of Algebra, 271(2):454—481, 2004

C. Furlanello, M. Serafini, S. Merler, and G. Jurman.
Control of selection bias in microarray data analysis.
Minerva Biotecnologica, 15(4):217-222, 2003

C. Furlanello, M. Serafini, S. Merler, and G. Jurman.

Entropy-Based Gene Ranking without Selection Bias for the Predictive Classification
of Microarray Data.

BMC Bioinformatics, 4:54, 2003

C. Furlanello, M. Serafini, S. Merler, and G. Jurman.
An accelerated procedure for recursive feature ranking on microarray data.
Neural Networks, 16(5-6):641—648, 2003

M. Avitabile and G. Jurman.
Diamonds in thin Lie algebras.
Bollettino della Unione Matematica Italiana B, 4(3):597-608, 2001

A. Caranti and G. Jurman.
Quotients of maximal class of thin Lie algebras. The odd characteristic case.
Communications in Algebra, 28(12):5741-5748, 1999

G. Jurman.
Quotients of maximal class of thin Lie algebras. The case of characteristic two.
Communications in Algebra, 28(12):5749-5789, 1999

G. Jurman, M. Filosi, R. Visintainer, S. Riccadonna, and C. Furlanello.

Stability in GRN inference, volume 786 of Methods in Molecular Biology, pages 323—
346.

Springer, 2019

G. Jurman, M. Filosi, S. Riccadonna, R. Visintainer, and C. Furlanello.

Differential network analysis and graph classification: a glocal approach.

In A. Rogato, V. Zazzu, and M. Guarracino, editors, Dynamics of Mathematical Meth-
ods in Biology — Bringing Math to Life, page 268. Springer, 2016

A. Barla, G. Jurman, R. Visintainer, M. Squillario, M. Filosi, S. Riccadonna, and
C. Furlanello.

A Machine Learning Pipeline for Discriminant Pathways Identification.

In N. Kasabov, editor, Springer Handbook of Bio-/Neuroinformatics. Springer, 2013

R. Marchesi, N. Micheletti, V. Osmani, and G. Jurman.

Mitigating health data poverty: Generative approaches versus resampling for time-
series clinical data.

Online Proceedings of NeurlPS 2022 Workshop on Synthetic Data for Empowering
ML Research (SyntheticData4ML 2022) http://arxiv.org/html/2210.13958, 2022 (Best
Paper Award)

Nicolae Puica, Marco Chierici, Antonello Capistrano, Marcello Dorian Donzella, Anto-
nio Colangelo, Venet Osmani, and Giuseppe Jurman.

Predictive modeling for Inflammatory Bowel Disease detection from endoscopic imag-
ing.

Proc. CIBB 2021, in press, 2021
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Simone Monaco, Nicole Bussola, Sara Buttd, Diego Sona, Daniele Apiletti, Giuseppe
Jurman, Elisa Viola, Marco Chierici, Christodoulos Xinaris, and Vincenzo Viola.

Cyst segmentation on kidney tubules by means ofU-Net deep-learning models.

In Proc. IEEE Big Data 2021, pages 3923-3926. |IEEE, 2021

Nicole Bussola, Alessia Marcolini, Valerio Maggio, Giuseppe Jurman, and Cesare
Furlanello.

Al Slipping on Tiles: Data Leakage in Digital Pathology.

In Proceedings of the International Conference on Pattern Recognition 2021 (ICPR),
volume 12661 of Lecture Notes in Computer Science, pages 167—-182. Springer, 2021

C. Furlanello, G. Jurman, C. Dolci, R. Villani, E. Gadotti, and P. Venuti.
Talents and technology: training the artificial intelligence generation.
In Proc. IV Talent Education 2019, pages 21-35. MIB, 2019

N.M. Rad, S.M. Kia, C. Zarbo, G. Jurman, P. Venuti, and C. Furlanello.

Stereotypical motor movement detection in dynamic feature space.

In IEEE, editor, Proceedings Workshop Data Mining in Human Activity Analysis in
International Conference in Data Mining (ICDM DHAA 2016), page in press, 2016

G. Jurman, R. Visintainer, M. Filosi, S. Riccadonna, and C. Furlanello.

The HIM glocal metric and kernel for network comparison and classification.

In Proceedings IEEE International Conference on Data Science and Advanced Ana-
lytics (DSAA’2015). IEEE, 2015

N.M. Rad, A. Bizzego, S.M. Kia, G. Jurman, P. Venuti, and C Furlanello.
Convolutional Neural Networks for Stereotypical Motor Movements Detection in
Autism.

Online Proceedings of NIPS 2015 Workshop on Machine Learning and Interpretation
in Neuroimaging (MLINI 2015) http://arxiv.org/html/1605.04435, 2015.

Paper MLINI/2015/13 — arXiv:1511.01865

A. Barla, G. Jurman, R. Visintainer, M. Squillario, M. Filosi, S. Riccadonna, and
C. Furlanello.

A Machine Learning Pipeline for Discriminant Pathways Identification.

In E. Biganzoli, A. Vellido, F. Ambrogi, and R. Tagliaferri, editors, Computational Intel-
ligence Methods for Bioinformatics and Biostatistics, volume 7548 of Lecture Notes in
Computer Science, pages 36—48. Springer, 2012

A. Barla, G. Jurman, R. Visintainer, M. Squillario, M. Filosi, S. Riccadonna, and
C. Furlanello.

A machine learning pipeline for discriminant pathways identification.

In Proc. CIBB 2011, 2011

G. Jurman, R. Visintainer, and C. Furlanello.
An introduction to spectral distances in networks.
Frontiers in Artificial Intelligence and Applications, 226:227-234, 2011

G. Jurman, S. Riccadonna, R. Visintainer, and C . Furlanello.

Canberra Distance on Ranked Lists.

In Proceedings Advances in Ranking NIPS 2009 Workshop, pages 22-27. NIPS,
2009

S. Merler, M. Ajelli, G. Jurman, C. Furlanello, C. Rizzo, A. Bella, M. Massari, and M.L.
Ciofi degli Atti.

Modeling influenza pandemic in ltaly: an individual based approach.

In Proceedings. ICISS 2007. ISTAT, 2007

S. Merler, G. Jurman, and C. Furlanello.

Deriving the Kernel from Training Data.

In Proceedings MCS 2007, volume 4472 of Lecture Notes in Computer Science,
pages 32-41. Springer, 2007
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S. Merler, G. Jurman, C. Furlanello, C. Rizzo, A. Bella, M. Massari, and M.L. Ciofi degli
Atti.

Strategies for containing an influenza pandemic: the case of Italy.

In Proceedings Bionetics 2006, page 11. IEEE, 2006

A. Barla, B. Irler, S. Merler, G. Jurman, S. Paoli, and C. Furlanello.
Proteome profiling without selection bias.
In Proceedings IEEE/CBMS 2006, pages 941-946. IEEE, 2006

S. Paoli, G. Jurman, D. Albanese, S. Merler, and C. Furlanello.

Semisupervised Profiling of Gene Expressions and Clinical Data.

In Proceedings WILF 2005, volume 3849 of Lecture Notes in Computer Science,
pages 284—-289. Springer, 2006

S. Merler, C. Furlanello, and G. Jurman.

Machine learning on historic air photographs for mapping risk of unexploded bombs.
In Proceedings ICIAP 2005, volume 3617 of Lecture Notes in Computer Science,
pages 735-742. Springer, 2005

B. Caprile, S. Merler, C. Furlanello, and G. Jurman.

Exact bagging with k-nearest neighbour classifiers.

In Proceedings MCS 2004, volume 3077 of Lecture Notes in Computer Science,
pages 72-81. Springer, 2004

C. Furlanello, M. Serafini, S. Merler, and G. Jurman.
Gene selection and classification by entropy-based recursive feature elimination.
In Proceedings of IJCNN 2003, pages 3077-3082. IEEE, 2003

Gabriella Rustici, Eleanor Williams, Mitra Barzine, Alvis Brazma, Roger Bumgarner,
Marco Chierici, Cesare Furlanello, Liliana Greger, Giuseppe Jurman, Michael Miller,
B.F. Francis Ouellette, John Quackenbush, Michael Reich, Christian J. Stoeckert Jr.,
Ronald C. Taylor, Stephen Chervitz Trutane, Jennifer Weller, Brian Wilhelm, and Neil
Winegarden.

Transcriptomics data availability and reusability in the transition from microarray to
next-generation sequencing.

biorXiv:2020.12.31.425022, 2021

L. Coviello, M. Cristoforetti, G. Jurman, and C. Furlanello.
In-field grape berries counting for yield estimation using dilated CNNs.
arXiv:1909.12083, 2019

N. Bussola, A. Marcolini, V. Maggio, G. Jurman, and C. Furlanello.
Not again! Data Leakage in Digital Pathology.
arXiv:1909.06539, 2019

G. Mangioni, G. Jurman, and M. De Domenico.

Multilayer flows in molecular networks identify biological modules in the human pro-
teome.

arXiv:1801.10144, 2018

A. Bizzego, N. Bussola, M. Chierici, M. Cristoforetti, M. Francescatto, V. Maggio, G. Ju-
rman, and C. Furlanello.

Evaluating reproducibility of Al algorithms in digital pathology with DAPPER.
biorXiv:340646

V. Maggio, M. Chierici, G Jurman, and C. Furlanello.

A multiobjective deep learning approach for predictive classification in Neuroblas-
toma.

arXiv:1711.08198, 2017

C. Furlanello, M. De Domenico, G. Jurman, and N. Bussola.
Towards a scientific blockchain framework for reproducible data analysis.
arXiv:1707.06552, 2017
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M. Cristoforetti, G. Jurman, A. Nardelli, and C. Furlanello.
Towards meaningful physics from generative models.
arXiv:1705.09524, 2017

F. lorio, A. Gobbi, T. Cokelaer, M.B. Faura, G. Jurman, and J. Saez Rodriguez.
Efficient randomization of biological networks while preserving functional characteri-
zation of individual nodes.

bioRxiv-doi:10.1101/069245, 2016

M. Cristoforetti, M. Guerini, G. Jurman, and C. Furlanello.
Community dynamics in connected time-dependent multilayer networks.
arXiv:1511.03447, 2015

G. Jurman.
Seasonal Linear Predictivity in National Football Championships.
arXiv:1511.06262, 2015

M. Mina, G. Jurman, and C. Furlanello.

CIDER: a pipeline for detecting waves of coordinated transcriptional regulation in gene
expression time-course data.

bioRxiv-doi:10.1101/012518, 2015

M. Filosi, S. Droghetti, E. Arbitrio, R. Visintainer, S. Riccadonna, G. Jurman, and
C. Furlanello.

ReNette: a web-infrastructure for reproducible network analysis.
bioRxiv-doi:10.1101/008433, 2014

G. Lami, M. Cristoforetti, G. Jurman, C. Furlanello, and T. Furlanello.

Entropy Dynamics of of Community Alignment of the ltalian Parliament Time-
Dependent Network.

arXiv:1411.0827, 2014

T. Furlanello, M. Cristoforetti, C. Furlanello, and G. Jurman.
Sparse Predictive Structure of Deconvolved Functional Brain Networks.
arXiv:1310.6547, 2013

A. Barla, S. Riccadonna, S. Masecchia, M. Squillario, M. Filosi, G. Jurman, and
C. Furlanello.

Evaluating sources of variability in pathway profiling.

arXiv:1201.3216, 2012

D. Albanese, R. Visintainer, S. Merler, S. Riccadonna, G. Jurman, and C. Furlanello.
mlpy: Machine Learning Python.
arXiv:1202.6548, 2012

M. Chierici, G. Jurman, M. Roncador, and C. Furlanello.
Single-base mismatch profiles for NGS samples.
arXiv:1109.1108, 2011

G. Jurman, S. Riccadonna, R. Visintainer, and C. Furlanello.
Biological network comparison via Ipsen-Mikhailov distance.
arXiv:1109.0220, 2011

G. Jurman.
(Finite) presentations of Bi-Zassenhaus loop algebras.
arXiv:1004.1482v1, 2010

G. Jurman.
On graded Lie algebras in characteristic two.
PhD thesis, University of Trento, ltaly, 1998
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Al per il bioimaging clinico: prospettive future del machine learning per le scienze
della vita

Intelligenza artificiale: definizioni, etica, strategia, prospettive 2023, Milan (1)
July 2023

Data Science for Health @ Fondazione Bruno Kessler: methods, assets and projects

CompMat Spring Workshop 2023, Pavia (1)
May 2023

Lintegrazione digitale dei dati -omici: sogno o realta?

Lintelligenza artificiale in diagnostica per immagini: I'evoluzione del digitale per una
sanita pubblica sostenibile, Trento (1)

May 2023

Prospettive dell'utilizzo dellintelligenza artificiale a supporto della tecnologia
Il Cuore del Salento 2023, Lecce (1)
March 2023

Novel geometrical approaches for data science in digital pathology: a case study in
neuroblastoma

22nd International Symposium on Mathematical and Computational Biology
(BIOMAT), online

November 2022

Prospettive dell'utilizzo dellintelligenza artificiale a supporto della telecardiologia
IV Congresso Nazionale di Telecardiologia, Florence (1)
September 2022

Novel geometrical approaches for data science in digital pathology: a case study in
neuroblastoma

3rd Annual Meeting of the European Society for Paediatric Oncology (SIOP), online
March 2022

Towards a scientific blockchain framework for reproducible data analysis
BlockNet Workshop - NetSci 2018, Paris (F)
June 2018

Differential network analysis and graph classification: a glocal approach
Altschuler & Wu Lab, UCSF, San Francisco (US)
May 2016

Differential network analysis and graph classification: a glocal approach
Bringing Maths to Life (BMTL) 2015

Naples (1)

Oct 2015

Microbial Communities & Individual Health Trajectories
Microbiota: salute, terme e alimentazione 2015
Comano Terme (l)

Oct 2015
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Reviewing Activity

Reviewer

Professional
Memberships

Academic Boards

Conference Boards

Thresholding Pearson coexpression networks
Jannsen J& J Pharmaceutical Companies, Philadelphia (US)
May 2015

Applications of streaming data environments for health and safety
Streaming Analytics Advanced Technologies (SAAT) 2014
Bournemouth (UK)

Mar 2014

Network biology & network medicine
Copenhagenomics CPHx 2012
Copenhagen (DK)

Jun 2012

88 Journals and Conferences

Doctoral Committee, ICT International Doctoral School, University of Trento, 2019-
ongoing

Teaching Board, PhD in Computational Mathematics, Learning and Data Science,
University of Pavia, 2023-ongoing

Teaching Board, PhD in Biomolecular Sciences, University of Trento, 2021-ongoing

Doctoral Committee, PhD in Smart Computing, Universities of Florence, Pisa, Siena
and Bruno Kessler Foundation, 2015-2017

Management Committee, M.Sc. in Data Science, University of Trento, 2017-2022

Special Session Organizer, 18th Conference on Computational Intelligence Methods
for Bioinformatics & Biostatistics 2023

Special Session Organizer, 17th Conference on Computational Intelligence Methods
for Bioinformatics & Biostatistics 2021

Local Organizer, 3st International MAQC Conference 2019

Workshop Organizers, 1st International Workshop on Deep Learning for Precision
Medicine, in conjunction with ECML-PKDD 2016

Program Committee, International Conference on Bioinformatics Models, Methods
and Algorithms, 2012-2017

Program Committee, IEEE International Conference on Healthcare Informatics 2015

Program Committee, IAPR International Conference on Pattern Recognition in Bioin-
formatics & International Meeting on Computational Intelligence Methods for Bioinfor-
matics and Biostatistics 2013

Program Committee, IAPR International Conference on Pattern Recognition in Bioin-
formatics 2012

Organizing Committee, 11th MGED International Meeting of the Microarray and Gene
Expression Data Society 2008

v AV

Trento, December 5, 2023

Acconsento alla pubblicazione del mio CV in ottemperanza alle disposizioni di legge dettate in materia di trasparenza
(D.Lgs. 33/2013).
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Consapevole che le dichiarazioni false comportano I'applicazione delle sanzioni penali previste dall’art. 76 del D.P.R.
445/2000, il sottoscritto dichiara che le informazioni riportate nel seguente curriculum vitae, redatto in formato europeo,
corrispondono a verita.

Autorizzo il trattamento dei miei dati personali ai sensi della normativa vigente in materia di protezione dei dati personali
e, in particolare, del Codice Europeo per la protezione dei dati personali 2016/679, del Decreto Legislativo n. 196 del
30/06/2003 e successive modifiche ed integrazioni.
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