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Curriculum Vitae of Michele Morgante 

 

Contact: Dipartimento di Scienze AgroAlimentari, Ambientali ed Animali 

Universita’ di Udine, Via delle Scienze 208 

I-33100 Udine, Italy 
Tel.:  +39 0432-558606 

Fax: +39 0432-558603 

E-mail: Michele.morgante@uniud.it 

 
Appointments and qualifications: 

1983-1987: Laurea in Forest Sciences, Università di Padova, Italy 

1988-1990 Research Fellow of Regione FVG at the Dipartimento di Produzione Vegetale e Tecnologie 
Agrarie, University of Udine, Italy. 

1990-1992 Research Fellow in Agricultural Genetics of the "V.V. Landi" Foundation of the Accademia 

Nazionale dei Lincei 
1992-1994 Postdoctoral Visiting Scientist at Agricultural Products Department - Biotechnology Research, 

E.I. du Pont de Nemours & Co., Wilmington, DE 

1994-2000 Tenured Assistant Professor, Genetics, at the Dipartimento di Produzione Vegetale e Tecnologie 

Agrarie, University of Udine, Italy (on leave of absence from 02/1998 to 10/2000) 
1998-2002 Senior Scientist, Agricultural Products Department - Biotechnology Research, E.I. du Pont de 

Nemours & Co., Wilmington, DE 

2000- 2005 Associate Professor, Plant Genetics, at the Dipartimento di Produzione Vegetale e Tecnologie 
Agrarie, University of Udine, Italy (part-time appointment until 11/2002) 

2005- current Full Professor, Genetics, Università di Udine 

2005- 2009 Guest Professor, Umea Plant Science Center, Umea University, Sweden 

2006- current Scientific Director, Istituto di Genomica Applicata, Parco Scientifico Luigi Danieli, Udine 
2008-2013 Rector Delegate for Research and Technology Transfer, Università di Udine 

2010- Associate Researcher, Istituto di Genetica Vegetale, CNR 

2013-2013 Vice Rector (Prorettore Vicario), Università di Udine 
2013- 2019 President, Consorzio InnovaFVG 

2013-2015 President elect, Società Italiana di Genetica Agraria 

2015-2017 President, Società Italiana di Genetica Agraria 
2015-current Board member, Area Science Park, Trieste 

 

Awards and honors 

  
- 2018 Elected Member Academia Europaea 

- 2015 Elected Member, Accademia Nazionale di Agricoltura 

- 2011 European Research Council Advanced Grant Award 
- 2010 Elected Member, Accademia Italiana della Vite e del Vino 

- 2007 Elected Member, Accademia Nazionale dei Lincei (Italian National Academy of Sciences) 

- 2006 Elected Member, Accademia Italiana di Scienze Forestali 
- 2005 Medal for Physical and Natural Sciences, Accademia delle Scienze detta dei XL 

- 2003 DuPont Young Professor Award 

- 1990 Research Fellowhsip, Accademia Nazionale dei Lincei 

 
Recent miscellaneous activity 

Editorial: 

Associate Editor, Theoretical and Applied Genetics (2005-2009); Associate Editor, Tree Genetics and 
Genomes (2005-2009); Associate Editor, BMC Genetics (2010-2011); Section Editor, BMC Genetics (2011-

); Associate Editor, BMC Plant Biology (2010-) 

Scientific Advisory Boards:  

Dipartimento Agroalimentare, Consiglio Nazionale delle Ricerche (2006-2012);  
IBERS, Aberystwyth University, UK (2008-);  

UPSC Research School in Forest Genetics, Umea, Sweden (2005-2009);  

IRTA (Instituto de Recerca i Tecnologia Agroalimentaries), Barcelona (2010-) 
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SMARTForest Project, GenomeCanada, Canada, (2011-) 

French Plant Genomic Resources Center (CNRGV), Francia (2013-) 
CREA (Consiglio per la ricerca in agricoltura e l'analisi dell'economia agraria) (2017-current) 

Board of Directors: 

Area Science Park, Trieste (2008-2011) 
IGA Technology Services Srl (2013-) 

Area Science Park, Trieste (2015-2018) 

Grant Advisory Panels:  

ERC, Advanced Grants Life Sciences 8: Evolutionary, Population and Environmental Biology (2008-2011);  
ERC Consolidator Grants Life Sciences 9: Applied Life Sciences and Biotechnology (2013-2018); ERC 

Advanced Grants Life Sciences 9: Applied Life Sciences and Biotechnology Qualitative Assessment of 

Completed Projects (2019-present); NSF Plant Genome Panel (2006); Generation Challenge Program Panel 
(2004); Agence Nationale de la Recherche, Biotechnology and Bioresource Engineering (2010-2011); EU 

FPVII-Infrastructures (2010-2011); Chile Genome Program CONICYT (2008-2013), NWO (Olanda) (2014, 

2015, 2017), Experimental Plant Science Doctorate School (Olanda) (2015), Commissione MIUR per 
progetti PON distretti e laboratory pubblico-privato (2013-), ICREA (Catalan Institution for Research and 

Advanced Studies) Spagna (2015, 2017). 

 

Grant Funding 

Recent: 

ERANET-Plant Genomics Research project: “Genomics-assisted dissection of barley morphology and 

development” P.I. (2007-2011) 429000 EU 
MIPAF Progetto Speciale DRUPOMICS  “Sequenziamento del genoma del pesco ed utilizzo della sequenza 

in programmi di miglioramento della qualità del frutto del pesco e della resistenza alle malattie” P.I. (2008-

2010) 690000 EU 

MIPAF Progetto Speciale Cromosoma 5A Frumento  “Mappa fisica del cromosoma 5A dei frumenti”:  P.I. 
(2008-2011) 200000 EU 

MIPAF Special Project CITROMICS "Citrus genome sequencing and applications to functional genomics 

and breeding" (2009-2011) 320000 EU 
PRIN 2008 "Towards the elucidation of the molecular bases of heterosis in cultivated plants: global 

molecular characterization of hybrids and discovery of genes involved in heterosis" PI and national 

coordinator (2010-2012) 34000 EU 
NOVELTREEBREEDING “Novel tree breeding strategies” EU FPVII, P.I. (2008-2012) 233000 EU 

ENERGYPOPLAR "Enhancing Poplar Traits for Energy Applications" EU FPVII, P.I. (2008-2012) 428000 

EU 

TRITICEAEGENOME "Genomics for Triticeae improvement" EU FPVII, P.I. (2008-2012) 528000 EU 
MIPAF Special Project OLEA "Genomics and breeding of olive tree" (2011-2012) 310000 EU 

AGER project "From Seed to Pasta: integrated research for the production of high quality durum wheat": P.I. 

(2010-2013) 470000 EU 
MIPAF Special Project VITIGNO "Analysis and evaluation of Italian autoctonous grapevine varieties" 

(2011-2013) 330000 EU 

MIUR Progetto Bandiera Epigenomica: "Next generation sequencing for epigenomic analysis" (2012-2018) 
5000000 EU 

European Research Council Advanced Grant: "NOVABREED: Novel variation in plant breeding and the 

plant pan-genomes" (2012-2017) 2473500 EU 

WATBIO “Development of improved perennial non-food biomass and bioproduct crops for water stressed 
environments”, EU FPVII, P.I. (2012-2017) 900000 EU 

GENTREE “Optimizing the management and sustainable use of forest genetic resources in Europe”, EU-

Horizon2020, P.I. (2016-2020) 903000 EU 
EPIDIVERSE Marie Curie Innovative Training Network “Linking Ecology, Molecular Biology and 

Bioinformatics in plant epigenetic research”, EU-Horizon2020, P.I. (2017-2021) 560000 EU 

PRIN 2017 “Regulation of gene expression in grapevine: analysis of genetic and epigenetic determinants”, 

MIUR, National Coordinator (2019-2022) 271000 EU 
 

Patents 
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I am inventor on 16 US and international patents concerning genome analysis methods and the use of genes 

in plant breeding and transgenic applications and on 10 plant variety rights for 10 grapevine varieties 
resistant to downy and powdery mildew. 

 

Tutoring activity 

I have been PhD thesis advisor for 20 students (2 current) and of 30 postdocs (3 current) many of which have 

continued in a successful science career with positions at University of Arizona, Scuola Superiore Sant'Anna 

di Pisa, INRA, IASMA, Danforth Plant Science Center or in private companies.  

 
Publications 

As of 01/09/2019 I have more than 140 publications (3 in Nature, 3 in Nature Genetics, 3 in Nature 

Biotechnology, 2 in Nature Reviews Genetics, 3 in PNAS) indexed in Web of Science starting in 1991 that 
have attracted in Google Scholar 29272 citations for an H-index of 73.  

 

Research interests 

Structural and functional genomics, genome evolution, epigenetic variation, variation of gene regulation, 

transposable elements and their role in regulating gene expression, molecular breeding, new breeding 

technologies. 

 
Seminars/Invited lectures (last 10 years) 

01/2008  Invited lecture, “Transposable Elements, Functional Variation And The Plant Pan-

Genomes”, Mutation Screening Workshop, Plant & Animal Genome XVI Conference,  San Diego, USA 
01/2008  Invited lecture, “Sequence And Analysis Of The Grape Genome: Product Of A Public 

Consortium”, Grape Genomics Workshop, Plant & Animal Genome XVI Conference,  San Diego, USA 

01/2008  Invited seminar, “Transposable Elements, Functional Variation And The Plant Pan-

Genomes” Unitè de Recherche de Genomique Vegetale, CNRS-INRA, Evry,Paris, France 
02/2008 Invited lecture, “The application of DNA markers to monitoring adaptation and migration of 

forest tree species”, 13th meeting of the Subsidiary Body on Scientific, Technical and Technological Advice 

(SBSTTA) of the Convention on Biological Diversity, FAO, Rome, Italy 
02/2008 Invited seminar, “Transposable Elements, Genetic Variation And The Plant Pan-Genomes”, 

Istituto Genetica e Biofisica, CNR, Naples, Italy 

02/2008 Invited lecture, “Una Visione Genomica Della Biodiversità Nelle Piante”, Seminario 
Accademia Lincei: La Biodiversità, Accademia Nazionale dei Lincei, Roma, Italy 

03/2008 Invited lecture, Meeting Tuning The Taste Of Wine: The results of the French-Italian grape 

genome sequencing project and their potential for applications, “How Genomics Is Changing Our View Of 

Plant Science And Breeding”, Udine, Italy 
05/2008 Invited lecture, “Genetic and genomic approaches enabling rapid poplar improvement for 

bioenergy”, EPSO Workshop on Biofuels, Royal Society, London, UK 

06/2008 Invited lecture, “Transposable Elements and the Plant Pan-Genomes”, Annual Meeting of 
the Society for Molecular Biology and Evolution, Barcellona, Spain 

07/2008 Invited lecture, “The structural and transcriptional landscape of the grape genome” 

Gatersleben lecture on Plant Genomics, IPK, Gatersleben, Germany 
08/2008 Invited lecture, “The analysis of gymnosperm genomes: is their structure and history making 

them easier to sequence?” IUFRO-CTIA 2008 Joint Conference Quebec City, Canada 

09/2008 Invited lecture, “Maize domestication and breeding”, Symposium on "New trends in plant 

biology and biotechnology", French Academy of Sciences, Paris, France 
09/2008 Invited lecture, “Transposable elements and the plant pan-genomes”, X Annual Congress 

Federazione Italiana Scienze della Vita, Riva del Garda, Italy 

10/2008 Invited lecture, “From genomics to breeding: problems and perspectives”,  InnovaChile-
Chilean Economic Development Agency) meeting on Initiative Genome Chile, Santiago, Chile. 

11/2008 Invited lecture, “The plant pan-genomes, transposable elements and functional variation”, 

Uppsala University Evolutionary Biology Center graduate School on The Genomics of Phenotypic Diversity 

in Natural Populations, Uppsala, Sweden 
02/2009 Invited lecture, “Transposable elements, functional variation and the plant pan-genomes”, 

Ramon Areces International Symposium on New frontiers in forest genomics: sequencing and functional 

understanding of the conifer genome, Madrid, Spain. 
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04/2009 Invited lecture, “Assessing nucleotide and structural variation in grapevine by CGH and 

resequencing”, 2nd Illumina European User Meeting, Crete, Greece 
06/2009 Invited lecture, “Applications of next generation sequencing technologies in plant genetics 

and breeding”, Keygene Strategic Research Meeting, Wageningen, Netherlands. 

07/2009 Invited lecture, “From genomics to plant breeding: how to make the best use of genetic 
variation”, 1st Annual Congress of Italian Society of Plant Biology (SIBV), Verona, Italy 

07/2009 Invited lecture, “The plant pan-genomes: structure, diversity and function”, Plant Genome 

and Beyond Meeting, Paris, France 

09/2009 Invited lecture “Maize genomics”, EPSO workshop ‘Plant Productivity for Food – from 
Model to Crop’, Gent, Belgium. 

10/2009 Invited lecture on Genome structure, evolution and comparative genomics, Plant Gem 

Meeting 2009, Lisbon, Portugal. 
10/2009 Invited lecture, “Grape Genome Structure”, Symposium on Structural Genomics, 

International Plant Molecular Biology Congress, St. Louis, MO 

10/2009 Invited lecture, “From Genomics to Plant Breeding”, Symposium on Genomics-Assisted 
Breeding, International Plant Molecular Biology Congress, St. Louis, MO 

11/2009 Invited lecture, “A Genome Based View Of Plant Biodiversity”, European Academies 

Science Advisory Council  International Workshop on “Plant Genetic Resources for Food and Agriculture: 

General aspects and research opportunities”, Accademia Nazionale dei Lincei, Rome, Italy 
03/2010 Keynote lecture, “From genomics to plant breeding: new avenues to food  innovations 

through the use of genetic variation”, Netherlands Biotechnology Congress-13, Ede-Wageningen, The 

Netherlands. 
03/2010 Keynote lecture, “The Pan-Genome Concept In Plants: Origin, Structure And Function Of 

The Dispensable Genome”, Maize Genetics Meeting, Riva del Garda, Italy 

04/2010 Invited lecture, “From genomics to breeding: how to make the best use of genetic resources”, 

2nd  International Symposium on Genomics of Plant Genetic Resources, Bologna, Italy. 
08/2010 Invited lecture, 28th International Horticultural Congress, Lisbon, Portugal 

09/2010 Keynote lecture, Queenstown Molecular Biology Meeting 2010, Queenstown, New Zealand 

09/2010 Invited lecture, 14th International Biotechnology Congress, Rimini, Italy 
09/2010 Keynote lecture, ASIC 23rd International Conference on Coffee Science, Bali, Indonesia. 

10/2010 Keynote Lecture, German Society for Plant Breeding Conference on Genomics based 

breeding, Giessen, Germany 
11/2010 Invited lecture, 10th Gatersleben Research Conference; Gatersleben, Germany 

05/2011 Invited lecture, PlantGEM 2011 Meeting, Istanbul, Turkey 

05/2011 Invited lecture, New Phytologist Symposium on Bioenergy Trees, Nancy, France 

10/2011 Invited lecture, 3rd Next Generation Sequencing Workshop, Bari, Italy 
11/2011 Invited lecture, 25th Colloquium, “Crop plants: biodiversity and genomics”, University of 

Hohenheim, Germany 

11/2011 Invited lecture, Symposium on “Plant Breeding in the genomics era”, University of 
Wageningen, The Netherlands 

04/2012 Invited lecture, 4th StatSeq Cost Action workshop, Verona, Italy 

07/2012 Keynote lecture, International Conference on Arabidopsis Research 2012, Vienna, Austria 
09/2012 Invited seminar, VIB, University of Gent, Gent, Belgium 

10/2012 Invited lecture, Conference “The future of plant genomes. Harvesting genes for agriculture” 

Barcelona, Spain 

10/2012 Invited lecture, Conference “Plant Science for Future Needs” Linnean Centre for Plant 

Biology, University of Uppsala, Uppsala, Sweden 

10/2012 Invited lecture, Workshop on Genome analysis tools applied to forest tree breeding, The 
Finnish Forest Research Institute - METLA, Helsinki, Finnland 

11/2012 Invited lecture, International Workshop: "Crop Improvement in a Changing 

Environment”, Venice, Italy 

12/2012 Invited seminar, Centre d’Etude de la Foret, Quebec City, Canada 

12/2012 Invited lecture, Annual meeting of the Italian Society for Evolutionary Biology, Ferrara, 
Italy 

01/2013 Keynote lecture, XXI Plant and Animal Genome Meeting 

05/2013 Invited lecture, The Plant Genomics Congress, London, UK 
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05/2013 Keynote lecture, Next NGS Challenge Conference, Valencia, Spain 

06/2013 Invited seminar, SciLifeLab The Svedbergh seminar, Uppsala University, Sweden 
09/2013 Keynote lecture, Plant Genome Evolution 2013, Amsterdam, The Netherlands 

11/2013 Plenary lecture, International Conference on Development and Genetics, Isle sur la Sorgue, 

France 
11/2013 Invited lecture, 5th Annual Next Generation Sequencing Congress, London,UK 

01/2014 Keynote lecture, Annual Plant Biotech Denmark meeting, Copenhagen, Denmark 

06/2014 Keynote lecture, Plant Genomes Day, Toulouse, France 

06/2014  Keynote lecture, 4th Banff Conference on Plant Metabolism, Banff, Canada 
10/2014 Invited seminar, Vienna Graduate School for Population Genetics, Vienna, Austria 

10/2014 Invited lecture, Translational Research Workshop, Clermont-Ferrand, France 

03/2015 Plenary lecture, BDEBATE “Evolution of plant phenotypes, from genomes to traits. A 
symposium and public workshop”, Barcelona, Spain 

05/2015 EXPO 2015 Water and Food Security International Conference, Venice, Italy 

06/2015 Keynote lecture, IUFRO Tree Biotechnology Conference, Florence, Italy 
06/2015 Keynote lecture, XIV Eucarpia Symposium on Fruit Breeding and Genetics, Bologna, Italy 

07/2015 Invited lecture, EC-EPSO EXPO Conference on plant breeding techniques, Milan, Italy 

09/2015 Plenary lecture, International botanical Congress, Munich, Germany 

01/2016 Keynote lecture, Dutch Graduate School of Experimental Plant Sciences Annual Meeting, 
Wageningen, Netherlands 

02/2016 Invited seminar, Michigan State University, East Lansing, USA 

03/2016 Plenary lecture, German Plant Breeding Society Congress, Bonn, Germany 
04/2016 Plenary lecture, International Transposable Element Meeting, Saint Malò, France 

09/2016 Plenary lecture, 18th annual Donald Danforth Plant Science Center Fall Symposium, 

“Genetics and Genomics of Crop Improvement”, St. Louis, USA 

09/2017 Keynote lecture, 4th International Symposium on Genomics of Plant Genetic Resources, 
Giessen, Germany 

09/2017 Plenary lecture, Bioenergy Genomics Meeting, Oxford, UK 

09/2017 Plenary lecture, The 6th EU-US DNA Repair Meeting 2017, Udine, Italy 
 

Publication list, Michele Morgante 

 

P1.  MORGANTE M.,  G.G. VENDRAMIN, R. GIANNINI, 1989. Genetics of 6PGD and 

SKDH in Norway spruce (Picea abies K.). Journal of Genetics & Breeding, 43:67-72. 

P2.  MORGANTE M., G.G. VENDRAMIN, 1990. Analyse der Genressourcen von Pinus 

leucodermis Ant., einer Art mit kleinem Verbreitungsgebiet. In: H.H. Hattemer (ed.), Erhaltung 

forstlicher Genressourcen, pp. 87-98. Schriftenreihe aus der Forstlichen Fakultaet der 

Universitaet Goettingen und der Niedersaechsischen Forstlichen Versuchsanstalt, Band 98. J.D. 

Sauerlaender's Verlag, Frankfurt am Main, Germany. 
P3.  FINESCHI S.,  M.E. MALVOLTI, M. MORGANTE, G.G. VENDRAMIN, M. PACIUCCI, 

1990. Erhaltung von Genressourcen bei der Kastanie (Castanea sativa Mill.). In: H.H. Hattemer 

(ed.), Erhaltung forstlicher Genressourcen, pp. 155-164. Schriftenreihe aus der Forstlichen 
Fakultaet der Universitaet Goettingen und der Niedersaechsischen Forstlichen Versuchsanstalt, 

Band 98. J.D. Sauerlaender's Verlag, Frankfurt am Main, Germany. 

P4.  GIANNINI R.,  M. MORGANTE, G.G. VENDRAMIN, 1990. A putative gene duplication 

in Norway spruce for 6PGD and its phylogenetic implications. In:  S. Fineschi, M.E. Malvolti, F. 
Cannata and H.H. Hattemer (eds.), Biochemical markers in the population genetics of forest 

trees, pp. 21-27. SPB Academic Publishing BV, The Hague, The Netherlands. 

P5.  GIANNINI R.,  M. MORGANTE, G.G. VENDRAMIN, 1991. Allozyme variation in italian 
populations of Picea abies K. Silvae Genetica, 40:160-166. 

P6.  MESSINA R., R. TESTOLIN, M. MORGANTE, 1991. Isozymes for cultivar identification 

in kiwifruit. HortScience, 26:899-902. 

P7.  MORGANTE M., G.G. VENDRAMIN, A.M. OLIVIERI, 1991. Mating system analysis in 
Pinus leucodermis Ant.: detection of self-fertilization in natural populations. Heredity, 67:197-

203. 
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P8.  MORGANTE M., G.G. VENDRAMIN, P. ROSSI, 1991. Effects of stand density on 

outcrossing rate in two Norway spruce (Picea abies) populations. Canadian J. of Botany 
69:2704-2708. 

P9.  MORGANTE M., G.G. VENDRAMIN, 1991. Genetic variation in italian populations of 

Picea abies (L.) Karst. and Pinus leucodermis Ant. In: G. Mueller-Starck and M. Ziehe (eds.), 
Genetic variation in european populations of forest trees, pp. 205-227. J.D. Sauerlaender's 

Verlag, Frankfurt am Main, Germany. 

P10. TILL-BOTTRAUD I., M. MORGANTE, R.A. CURIEL, I. DAJOZ, R. GIANNINI, M.L. 

GONZALES, P.H. GOUYON, A.M. OLIVIERI, V.D.E. SOLORZANO, G.G. VENDRAMIN, 
1992. Pollen and ovules in evolutionary studies. In E. Ottaviano, D. Mulcahy, M. Sari Gorla, G. 

Bergamini Mulcahy (eds.), Angiosperm Pollen and Ovules: Basic and Applied Aspects. 

Springer Verlag, New York, NY, pp. 451-455. 
P11. MORGANTE M., A.M. OLIVIERI, 1993. PCR-amplified microsatellites as markers in 

plant genetics. The Plant Journal, 3:175-182. 

P12. MORGANTE M., G.G. VENDRAMIN, P. ROSSI, A.M. OLIVIERI, 1993. Selection 
against inbreds in early life-cycle phases in Pinus leucodermis Ant. Heredity, 70:622-627. 

P13. MORGANTE M., G.G. VENDRAMIN, R. GIANNINI, 1993. Inheritance and linkage 

relationships of isozyme variants of Pinus leucodermis Ant. Silvae Genetica, 42:231-237. 

P14. CIPRIANI C., M. MORGANTE 1993. Evidence of chloroplast DNA variation in the genus 
Actinidia revealed by restriction analysis of PCR-amplified fragments. Journal of Genetics & 

Breeding, 47:319-326. 

P15. BOSCHERINI G., M. MORGANTE, P. ROSSI, G.G. VENDRAMIN 1994. Allozyme and 
chloroplast DNA variation in italian and greek populations of Pinus leucodermis Ant. Heredity, 

73:284-290. 

P16. FINESCHI S., M.E. MALVOLTI, M. MORGANTE, G.G. VENDRAMIN 1994. Allozyme 

variation within and among cultivated varieties of sweet chestnut (Castanea sativa Mill.). 
Canadian Journal of  Forest Research, 24:1160-1165. 

P17. MORGANTE M., A. RAFALSKI, P. BIDDLE, S.V. TINGEY, A.M. OLIVIERI 1994. 

Genetic mapping and variability of seven soybean simple sequence repeat loci. Genome, 37:763-
769.  

P18. MORGANTE M., P. ROSSI, G.G. VENDRAMIN, G. BOSCHERINI 1994. Low levels of 

outcrossing in Pinus leucodermis Ant.: further evidences in artificial stands. Canadian Journal of 

Botany, 72:1289-1293. 

P19. BOSCHERINI G., M. MORGANTE, P. ROSSI, G.G. VENDRAMIN, F. VICARIO 1994. 

Detection of DNA polymorphisms in Pinus leucodermis Ant. using random amplification. Forest 

Genetics, 1:131-137. 
P20. CIPRIANI G., R. TESTOLIN, M. MORGANTE 1995. Paternal inheritance of plastids in 

interspecific hybrids of the genus Actinidia revealed by PCR-amplification of chloroplast DNA 

fragments. Molecular & General Genetics, 247:693-697. 
P21. POWELL W., M. MORGANTE, R. MCDEVITT, G.G. VENDRAMIN, J.A. RAFALSKI 

1995. Polymorphic simple sequence repeat regions in chloroplast genomes: applications to the 

population genetics of pines. Proceedings National Academy of Science of the USA (PNAS), 
92:7759-7763. 

P22. POWELL W., MORGANTE M., ANDRE C., MCNICOL G. DOYLE J.J., RAFALSKI J.A. 

1995. Hypervariable microsatellites provide a general source of polymorphic DNA markers for the 

chloroplast genome. Current Biology, 5:1023-1029. 
P23. MALVOLTI M.E., S. FINESCHI, M.MORGANTE, G.G. VENDRAMIN 1995. Mating 

system of a naturalised Juglans regia population in Italy. In: Ph. Baradat, W.T. Adams, G. Muller-

Starck (Eds.) Population genetics and genetic conservation of forest trees, SPB Academic 
Publishing, The Hague, The Netherlands, pp. 305-308. 

P24. RAFALSKI A. , J.M. VOGEL, M. MORGANTE, W. POWELL, S.V. TINGEY 1996. 

Generating and using DNA markers in plants. In: B. Birren, E. Lai (Eds.), Non-mammalian 

Genomic Analysis: A Practical Guide, Academic Press, pp. 75-134. 
P25. MORGANTE M., PFEIFFER A., COSTACURTA A., OLIVIERI A.M. 1996. Molecular 

tools for population and ecological genetics in coniferous trees. Phyton, 36:133-142. 
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P26. VENDRAMIN G.G., LELLI L., ROSSI P., MORGANTE M. 1996. A set of primers for the 

amplification of 20 chloroplast microsatellites in Pinaceae. Molecular Ecology, 5: 595-598.  
P27. PROVAN J., CORBETT J., WAUGH R., MCNICOL J.W., MORGANTE M., POWELL 

W. 1996. DNA fingerprints of rice (Oryza sativa) obtained from hypervariable chloroplast simple 

sequence repeats. Proc. Roy. Soc. London B: Biological Sciences, 263: 1275-1281. 
P28. SHI L., ZHU T., MORGANTE M., RAFALSKI J.A., KEIM P. 1996. Soybean chromosome 

painting: a strategy for somatic cytogenetics. J. Heredity, 87: 308-313. 

P29. POWELL W., M. MORGANTE, C. ANDRE, M. HANAFEY, J. VOGEL, S.V. TINGEY, 

J.A. RAFALSKI 1996. The comparison of RFLP, RAPD, AFLP and SSR (microsatellite) markers 
for germplasm analysis. Molecular Breeding, 2: 225-238. 

P30. POWELL W., MORGANTE M., DOYLE J.J., MCNICOL J.W., TINGEY S.V., 

RAFALSKI J.A. 1996. Genepool variation in genus Glycine sub-genus Soja revealed by 
polymorphic nuclear and chloroplast microsatellites. Genetics, 144: 793-803. 

P31. M. MORGANTE, A. PFEIFFER, A. COSTACURTA, A.M. OLIVIERI, W. POWELL, 

G.G. VENDRAMIN, J.A. RAFALSKI 1996. Polymorphic Simple Sequence Repeats in nuclear 
and chloroplast genomes: applications to the population genetics of trees. In: R. Ahuja, W. 

Boerjan, D. Neale (Eds.): Somatic Cell Genetics and Molecular Genetics of Trees, Kluwer 

Academic Publishers, pp. 233-238.  

P32. MORGANTE M., JURMAN I., SHI L., ZHU T., KEIM P, RAFALSKI J.A. 1997. The 
STR120 satellite DNA of soybean: organization, evolution and chromosome specificity. 

Chromosome Research, 5: 363-373.  

P33. PFEIFFER A., A.M. OLIVIERI, M. MORGANTE 1997. Identification and characterization 
of microsatellites in Norway spruce (Picea abies K.). Genome, 40: 411-419.  

P34. ARP A., K.J. EDWARDS, M. BRUFORD, FUNK S., B. VOSMAN, M. MORGANTE, O. 

SEBERG, A. KREMER, P. BOURSOT, P. ARCTANDER, D. TAUTZ, G. HEWITT 1997. Newer 

molecular technologies for biodiversity evaluation: opportunities and challenges. Nature 

Biotechnology, 15: 625-628. 

P35. E SIMONE M., M. MORGANTE, M. LUCCHIN, P. PARRINI, A. MAROCCO 1997. A 

first linkage map of Cichorium intybus L. using a one-way pseudo-testcross and PCR-derived 
markers. Molecular Breeding, 3:415-425.  

P36. MORGANTE M., A. PFEIFFER, I. JURMAN, G.P. PAGLIA, A.M. OLIVIERI 1998. 

Microsatellite markers in plants. In: A. Karp, P.G. Isaac, D.S. Ingram (eds.), Molecular tools for 

screening biodiversity: plants and animals, Chapman and Hall, London, UK, pp. 288-296. 

P37. MORGANTE M., N. FELICE, G. G. VENDRAMIN 1998. Analysis of hypervariable 

chloroplast microsatellites in Pinus halepensis reveals a dramatic genetic bottleneck: a case study.  

In: A. Karp, P.G. Isaac, D.S. Ingram (eds.), Molecular tools for screening biodiversity: plants 

and animals, Chapman and Hall, London, UK, pp 407-412. 

P38. DOYLE J.J., M. MORGANTE, S. V. TINGEY, W. POWELL 1998. Size homoplasy in 

chloroplast microsatellites of wild perennial relatives of soybean (Glycine subgenus Glycine). 
Molecular Biology & Evolution, 15: 215-218. 

P39. PAGLIA G.P., M. MORGANTE 1998. PCR-based multiplex DNA fingerprinting 

techniques for the analysis of conifer genomes. Molecular Breeding, 4:173-177. 
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