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BOOK CHAPTERS
4) G. Marturano, C. Canovi, F. Rossi, A. Zuccolo “Transposable Elements in Spruce” (2020) “ The Spruce Genome” pages 37-49 Springer Nature Switzerland AG, Editors: I. M. Porth and A. R. De la Torre
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1) Wing, R.A., H.R. Kim, J.L. Goicoechea, Y. Yu, D. Kudrna, A. Zuccolo, S.S. Ammiraju Jetty, M. Luo, W. Nelson C. Soderlund, P. SanMiguel, N. Gill, J. Walling, S. Jackson, B. Hurwitz, D. Ware, L. Stein, D.  Brar, D. Mackill. (2006). “The Oryza Map Alignment Project (OMAP): A new resource for comparative genome studies within Oryza”  “Rice Functional Genomics Challenges, Progress and Prospects”, pages 395-410, Editor Upadhyaya Narayana (Springer) 2007
INVITED SYMPOSIUM & LECTURE PRESENTATIONS AT NATIONAL AND INTERNATIONAL MEETINGS & DEPARTMENTAL SEMINARS
20)
Invited speaker  Seminar 10th KAW Conifer Genomics project meeting, Umea University, 
Sweden. Title: 
TEs, repeats and gene duplications in the spruce genome. October 30th, 
2023
19)
Invited speaker Plant and Animal Genome XXX Conference, San Diego, CA, USA. Title: 
Disentangling the Genome Wide Contribute of Structural Variations and Transposable 
Elements to Drought Resistance in the Model Species Rice.   January 13-18, 2023
18) 
Oral communication  19th International Symposium on Rice Functional Genomics, 
Phuket, Thailand. Title: Structural Variant identification and preliminary characterization 
in two Oryza alta accessions. November 4th 2022
17) 
Oral communication 19th International Symposium on Rice Functional Genomics, 
Phuket,  Thailand. Title: Detecting Structural Variants (SVs) using Pacbio HiFi reads. 
November 4th 2022
16) 
Seminar KAW Conifer Genomics project meeting, Umea University, Sweden. Title: TEs 
dynamics in spruce: a better genome assembly to test previous hypotheses and address 
new questions. April 25th, 2022
15) 
Seminar School of Sciences and Humanities, Nazarbayev University Kazakhstan. Title: 
Transposable elements in plants: from comparative analyses to a potential exploitation as 
a source of genetic variability. April 22nd, 2022
14) 
Seminar Spring Lecture Series, Center for Desert Agriculture, KAUST, Saudi Arabia. 
Title: Transposable elements in plants: from comparative analyses to a potential 
exploitation as a source 
of genetic variability” March 25th, 2021
13) 
Seminar webinar series of Genetics and Molecular Biotechnology research group at the 
Institut 
Teknologi Bandung School of Life Sciences and Technology, Indonesia. Title: 
Whole genome 
sequencing: the importance and application in life sciences. November 
6th, 2020
12)
Seminar Applied Genomics Institute, Udine, Italy. Title: Low Levels of Unequal 
Recombination 
and High Rates of Intraelement Gene Conversion affecting LTR 
retrotransposons in Large Plant 
Genomes. October 12th 2018
11) 
Seminar “Plant Epigenetics at the Botanical Garden” University of Padova, Padova, Italy. 
Title: 
The role of methylation in the interplay between Low Levels of Unequal 
Recombination and High Rates of Intraelement Gene Conversion affecting LTR 
retrotransposons in Large Plant Genomes. September 14th 2018 
10) 
Invited speaker 2nd Conifer Genome Summit Forêt Montmorency, Québec, Canada. 
Title: Unequal recombination targeting LTR-retrotransposons is greatly reduced in 
conifers. 16-18 June 2014. 
9) 
Invited speaker The 2013 Conifer Genome Sequencing Summit, Björkliden, Lapland, 
Sweden. Title: A comparative overview of Transposable Elements distribution and 
dynamics in conifers.”June 14 - 17 2013.
8) 
Seminar Arizona Genomics Institute (The University of Arizona), Tucson, AZ, USA. 
Title: The repetitive fraction of the Norway spruce genome (and other conifers...)”. 
November 28th, 2012
7)
Seminar 5 th International PhD School in Plant Development, Pontignano, Siena, Italy. 
Title: Bioinformatics approaches to plant comparative genomics. September 12, 2012
6) 
Seminar Parco Tecnologico Padano, Lody-Italy. Title: The Transposable Element 
landscape of the genus Oryza: a comparative approach". May 3rd 2012
5) 
Oral communication Plant and Animal Genome XIX Conference”, San Diego, CA, USA. 
Title: Oryza TE-DB: a database of Transposable Elements in the Oryza spp. January 
15-19, 2011
4) 
Seminar Scuola Superiore Sant'Anna, Pisa, Italy. Title: Comparative Analysis of 
Transposable Elements in the Genus Oryza September 10th, 2009
3) 
Invited speaker Western American Society of Plant Biologists-Annual Meeting Tucson, 
AZ, USA. Title: Assessment of the extent of substitution rate variation of Long Terminal 
Repeat sequences in Oryza sativa and Oryza glaberrima” April 25-26, 2009
2)
Invited oral communication Plant and Animal Genome XVI Conference, San Diego, CA, 
USA. Title: A Preliminary Survey Of The Structure And Content Of The Amborella 
Genome: Characterization Of The Repeat Landscape And Identification Of Syntenic 
Blocks With Rice, Arabidopsis And Poplar. January 12-16, 2008
1) 
Oral communication IUFRO  conference: Genetic response of forest  systems to 
changing enviromental  conditions analysis and  management University of  Munich, 
Germany. Title: Characterisation, genomic organisation and phylogenetic  analysis  of 
repetitive  DNA in Norway spruce. September 12-17, 1999
HONORS
2017
National Scientific qualification as associate professor in the Italian higher education 
system for the disciplinary field Genetics
2013
National Scientific qualification as associate professor in the Italian higher education 
system for the disciplinary field Molecular Biology
2013
National Scientific qualification as associate professor in the Italian higher education 
system for the disciplinary field Agricultural Genetics
RESEARCH GRANTS
An integrative genomic approach to disentangle the molecular basis and the genome structural variations contributing to drought resistance in the model species rice: Rod Wing (PI), A. Zuccolo (Co-PI), A. Henry (Co-PI). 04/01/2021-03/31/2024 ($1,473,938 direct).
KAUST Competitive Research Grants Program. 
APOMIS2013 40.000 Euros from Scuola Superiore Sant'Anna, Italy, to support the following research project: “Genomics study of apomictic species”.  01/01/2013-31/12/2015
TEACHING
GUEST LECTURES AT KAUST
2020-2022 
”Transposable elements” module as part of the Molecular Genetics course (209B, 

~10 students/year)
COURSES TAUGHT AT THE UNIVERSITY OF PISA, ITALY
2014-2020
Advanced Genomics (MSc students, ~25 students/year)
2014-2018
Bioinformatics  (MSc students, ~10 students/year)
COURSES TAUGHT AT THE SCUOLA SANT’ANNA PISA, ITALY
2016-2019
Complement of Bioinformatics (MSc and PhD students, ~10 students/year)
2013-2015
Introduction to Bioinformatics
(MSc and PhD students, ~10 students/year)
2013-2015
Applied Bioinformatics 
(MSc and PhD students, ~10 students/year)
2014

Integrative Biomedicine II (~10 MD students)
2015-2018
Elements of Evolutionary Biology (MSc and PhD students, ~5 students/year)
COURSES TAUGHT AT THE UNIVERISTY OF UDINE, ITALY
2004

Bioinformatics I (BSc students, ~20 students)
MENTORING OF GRADUATE STUDENTS, POSTDOCTORAL SCIENTISTS AND UNDERGRADUATE
Dissertation/Thesis Advisor/ or Graduate Committee Member: 12 total
-PhD and MSc thesis supervised:
Leonardo Fabian – PhD Candidate, KAUST - present
Aseel Alsantely – MS 2022, PhD Candidate, Plant Science, KAUST - present
Saule Mussurova – MS 2021, PhD Candidate, Plant Science, KAUST – present
Raghad Shuwaikan – MS 2022
Giovanni Marturano  -PhD agrobiosciences, 2020, Scuola Superiore Sant’Anna, Pisa, Italy
Yohannes Gebre- PhD agrobiosciences, 2018, Scuola Superiore Sant’Anna, Pisa Italy
Aung Kyaw Lwin- PhD agrobiosciences, 2016, Scuola Superiore Sant'Anna, Pisa, Italy
Elisabetta Caciolli- MSc Biotechnologies, 2018 University of Pisa and Life Sciences Institute 

    Scuola Sant'Anna, Pisa, Italy
Camilla Canovi- MSc Biotechnologies 2018 University of Pisa, Pisa, Italy
Federico Rossi- MSc Biotechnologies 2015, University of Pisa, Pisa, Italy
Simone Scalabrin- MSc Bioinformatics 2003 University of Udine, Udine, Italy
Michele Braidotti- MSc Bioinformatics 2002 University of Udine, Udine, Italy 
Faculty committees
2011-present
Member of the Scientific Board of the PhD program in Agrobiosciences at the 

Scuola Superiore Sant'Anna, Pisa, Italy
2011-2022
Member of the Scientific Board of the PhD program in Agrobiodiversity at the 

Scuola Superiore Sant'Anna, Pisa, Italy
2011-2022
Member of the Scientific Board of the PhD program in Translational Medicine at 

the Scuola Superiore Sant'Anna, Pisa, Italy
Postdoctoral Advisor:
2012-2013 Dr. Stefania Giacomello
2014-2015 Dr. Rosa Maria Cossu-Associate editor:
SERVICE
EDITORIAL BOARDS
2018-present
Associate editor - BMC Genomics
2011-2022
Associate editor - The Scientific World Journal
2011-2016
Associate editor - Dataset Papers in Biology
2017-present
Review editor - Frontiers in Plant Science
2021-present 
Review editor - Frontiers in Plant Bioinformatics
AD HOC REVIEWER FOR:
Nature Communications, The Plant Cell, Plant Physiology, The Plant Journal, Trends in Plant Sciences, Molecular Ecology, Molecular Plant, Genome Biology and Evolution, GigaScience, Genomics, BMC Genomics, BMC Evolutionary Biology, BMC Plant Biology, BMC Bioinformatics, Frontiers in Plant Sciences, Frontiers in Genetics, Frontiers in Microbiology, Plant Science, Molecular Genetics and Genomics, PlosONE, Annals of Botany, Journal of Plant Physiology, Tree Genetics and Genomes, Journal of Heredity, Plant Cell Reports, Plant Genetics Resources, Genes and Genomics, Postharvest Biology and Technology, PeerJ, Gene, Plant Gene, Genetica, Genome, Plant Ecology and Diversity, Genetics and Molecular Biology, Zeitschrift für Naturforschung C, Biologia Plantarum, Open Biology, Plant Systematics and Evolution, Biology (MDPI), Journal of Medicinal Plant Research, Journal of Advanced Research
REVIEW PANELS
2018 Italian Ministry of Education, University and Research, VQR (Research Quality evaluation)
2015 Italian Ministry of Education, University and Research FIRB grant proposals
2009 USA National Science Foundation grant proposals; 
PROFESSIONAL DEVELOPMENT
2008
University of California
San Diego, CA, USA, UCSD Next-Gen Sequencing meeting 
workshop
2006
Cold Spring Harbor Laboratory, NY USA, Computational and Comparative genomics 
practical course
2006
Tsukuba, Japan, Rice annotation project 2 rice genome annotation jamboree
2002
Cold Spring Harbor Laboratory, NY USA Acquiring and analyzing genomic sequence 
data practical course
2001
AREA science park, International Centre for Genetic Engineering and Biotechnology 
ICGEB, Trieste, Italy, Introduction to Biosafety and Risk Assessment for the 
Environmental Release of Genetically Modified Organisms (GMOs): Theoretical 
Approach and Scientific Background, workshop
1999
AREA science park, International Centre for Genetic Engineering and Biotechnology 
ICGEB, Trieste, Italy, Bioinformatics: Computer methods in molecular biology", 
Practical course
1997
University of Udine, Italy, Bioinformatics: the functional characterisation of the 
biosequences with the employing of computer

