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Education




1993
MSE in Computer Science, University of Stuttgart, Germany.

2001
PhD in Molecular Biology, University of Jena, Germany. 

Positions held

Research and Fellowship Appointments
1992

Research Assistant, Institute of Process Automation,



Frauenhofer Gesellschaft, Stuttgart, Germany.

1993-96

Research Associate, German Cancer Research Center, 



Heidelberg, Germany.

1996

Fellowship, Gene prediction in Bacteria,



Los Alamos National Laboratory, New Mexico.

Faculty Appointments
2001- 2007
Assistant Professor, Department of Genetics



School of Medicine, University of Pennsylvania.

2001- 2007            Assistant Professor, Department of Computer and Information Science,



University of Pennsylvania (secondary appointment).

2007-             Principal Investigator, BSRC Alexander Fleming, Vari-Athens

2007-                      Adjunct Assistant Professor, Department of Computer and Information Science,



University of Pennsylvania

Administrative Appointments
1996-00

Chief scientist, Synaptic Ltd.,



Science and Technology Park of Crete, Heraklion, Greece.

2000-01

Group Leader, Bioinformatics, MetaGen GmbH, Berlin, Germany.
Honors and Awards

1995

Best Young Research Performance Award,



German Cancer Research Center (DKFZ), Heidelberg, Germany.
1995

Neural Network Best Poster Paper Award, 


World Congress on Neural Networks, Washington D.C., USA. 

2000

1st award New Entrepreneur of Heraklion County,



Hellenic State Organization of Small and Medium Enterprise.

2003

National Science Foundation (NSF) Young Investigator Career Award.
Reviewer for
Journals: 
Bioinformatics, BMC Bioinformatics, Genome Research, Genomics,

Journal of Biomolecular Structure and Dynamics, 

International Journal of Computers, Systems and Signal, Nature,

Nature Genetics, Nature Methods, Nature Structural Biology

Neural Networks and Intelligent Systems for Biological Sequence Data Analysis,

Pattern Recognition, PLOS Computational Biology, PLOS Genetics,

Trends in Biotechnology.

Institutes


Welcome Trust Sanger Institute, Ηνωμένο Βασίλειο, 2005.

National Science Foundation (NSF), HPA  2005, 2008.

National Institute of Health (NIH), HPA, 2008.
Organizing Roles in Scientific Meetings

1996
International Workshop on Computational Analysis of Eukaryotic Transcription Regulatory Elements. German Cancer Research Center, Heidelberg, Germany 

1999
EST Data Analysis. BioStandarts Workshop. European Molecular Biology Laboratory - European Bioinformatic Institute, Hinxton, UK.


2002
Bioinformatics and Genomics: Methods, Data, and Prediction. Institute for Mathematical Science, Singapore.

2005
Workshop on miRNA target and gene prediction. Foundation of Research and Technology Hellas, Crete, Greece. 

2007          Fellowship committee member for the 15th Annual International Conference on Intelligent Systems for Molecular Biology (ISMB) & 6th European Conference on Computational Biology (ECCB), Vienna, Austria.
Memberships in Professional and Scientific Societies 

Institute of Electrical and Electronics Engineers (IEEE)
International Society for Computational Biology (ISCB)
Association for Computing Machinery (ACM)
Teaching

 At the University of Pennsylavania

Computational Biology/Genome Informatics (Fall 2002).

Computational Biology (Fall 2003).

Machine Learning For Bioinformatics (Spring 2004). 

Advanced Computational Biology (Fall 2004). 

Advanced Computational Biology (Fall 2005). 

At the University of Athens

Teaching the  graduate course of Bioinformatics 

of the Master course Computer Science in Medicine and Biology (2008-2009)

PhD Students (Genetics and Computational Biology Graduate Program at Upenn) 

Molly Megraw  2004 – 2007 Current  Position  PostDoc  ( Uwe Uhler Group) at Duke University, USA.

Praveen Sethupathy 2005 -20:08 Current Position PostDoc  ( Phill Green Group) at NIH, USA.

Axel Bernal 2003 – co-adviced with F. Perreira.

PhD students at BSRC Al. Fleming

Pangiotis Alexiou         2007 -

Manolis Maragakis       2007-

Giorgos Papadopoulos  2008 -.

Lectures by Invitation:

1)  Promoter recognition with neural networks.

 SmithKline Beecham Pharmaceuticals. Philadelphia (1996)
2)  Promoter recognition with neural networks. 

National Center for Biotechnology Information (NCBI), Washington D.C. (1996)

3)  Gene identification by neural networks. 

Conference Industrial Applications of Neural Networks and Fuzzy logic,

 IEEE Systems Man and Cybernetic Society, Lilly, France (1996)

4)  Gene identification by neural networks. 

Computer Science Department, University of Ioannina, Greece (1997)

5)  Finding the correct amino acid sequence in EST's. 

Max Delbrueck Zentrum, Berlin, Germany (1999).

6)  Feature recognition on Expressed Sequence Tags in human DNA.

 Center of Bioinformatics, University of Pennsylvania, Philadelphia, USA (1999).

7)  Annotation of Expressed Sequence Tag’s. 

European Bioinformatics Institute (EBI), Hinxton, UK (1999).

2000

8)  An improved method for prediction of translation initiation sites in human cDNA's and EST's. Deutsches Krebsforschungszentrum, Heidelberg, Germany 

9)  Computational analysis of mRNA sequences.

 South African National Bioinformatics Institute, Cape Town, South Africa .

10)  Prediction of translation initiation sites. 

Center for Engineering Research, Technicon Natal, Durban, South Africa .
11)  Prediction of translation initiation sites in human cDNA's. SmithKline Beecham

Pharmaceuticals, Philadelphia, USA.

12)  Prediction of translation initiation sites in human cDNA's. 

Celera Genomics, Rockville, USA .

13)  Translation initiation site Prediction. 

Cold Spring Harbor Laboratory, Long Island .
2002

14)  Artificial Neural Networks in gene prediction.

 University of Patras, Medichal School,  Greece .
15)  Gene prediction in human sequences. 

University of Thessaly, Department of Computer Science, Greece.
2003

16)  Targets of miRNA’s. 

University of Athens, Department of Agriculture, Greece .
17)  MiRNA genes and targets. 

Drexel University, Philadelphia, USA .
18)  MiRNA gene and target prediction.

Institute of Molecular Biology and Biotechnology,

 Foundation of Research and Technology Hellas, Crete, Greece .

2004

19)  MiRNA gene and target prediction”, 

Grup de Recerca en Informatica Biomedica (GRIB) -  IMIM/UPF/CRG, Barcelona, Spain.
20)  MiRNA target prediction. 

European Molecular Biology Laboratory (EMBL), Heidelberg, Germany.
21)  MiRNA gene and target prediction. 

Cold Spring Harbor Laboratory, Long Island, USA .
2005

22)  MiRNA target prediction on human genes.

 NY Academy of Science, New York, USA.
23)  MiRNA gene and target prediction. 

Regeneron Pharmaceutical, Tarytown, USA. 

24)  MiRNA function.

 Institute for plant Genetics, Gatersleben, Germany.
25)  MiRNA function. 

University of Patras, Patra, Greece.

26)  MiRNA function. 

IIBEAA, Academy of Athens, Athens, Greece.
2006

27)  MiRNA biogenesis and function.

Meeting of the Teratology Society, Arizona, USA.
28)  MiRNAs Biogenesis and Function: a computational experimental approach. 

MRC Clinical Sciences Centre, Imperial College, London, UK.
29)  MiRNAs Biogenesis and Function: a computational experimental approach. 

Wellcome Trust Sanger Institute, Genome Campus, Hinxton, Cambridge, UK.
30) Computational predictions of microRNA genes and targets: exploring the significance and validation of current approaches. 

Frontiers In Science Events of New York Academy of Science, NY, USA (8.11.2006).

Audio, video & report available online at http://www.nyas.org/ebrief/miniEB.asp?eBriefID=623
2007

31)  Identification and editing of microRNAs. 

Workshop of Evolution of Molecular Networks, KITP, University of Santa Barbara (14.3.2007) 

Audio, slides & video available  online at http://online.kitp.ucsb.edu/online/evonet07/hatzigeorgiou/
32)  Computational and experimental approaches for the analysis of microRNAs.

PICASso seminar, Princeton University (21.2.2007)

Video available online at http://www.cs.princeton.edu/picasso/bio_F06_S07.php
33)  Computational/experimental approaches for microRNA biogenesis and function.

Current Topics Workshop: MicroRNA in Development and Cancer Schedule, MBI,

Ohio State University (12.4.2007).

34)  Computational/experimental approaches for microRNA biogenesis and function.

29th Scientific Conference of the Greek Society for Biological Sciences, Kavala, Greece (17.05.07). 
33)  Identification and analysis of microRNAs: a computational/experimental interplay.

Moscow Conference on Computational Molecular Biology (MCCMB'07)  (29.07.07).

34) Combination of computational and experimental approaches for analysis of microRNA function. 5th General meeting of the International Proteolysis Society, Bioinformatics - Computational Methods in Biological Data Mining, University of Patra, Greece (19.10.07).

35) Identifying microRNAs and their targets 

The 6th Georgia Tech-Oak Ridge National Lab, International Conference on Bioinformatics, in silico Biology: Gene Discovery and Systems Genomics (17.11.07).

36)  Identifying microRNAs and their targets

National Conference of Biochemistry and Molecular Biology, Athinais Complex, Athens (9.12.07)

2008

37) Bioinformatic analysis of miRNAs and their targets, 

EADGENE miRNAs workshop, University of Liège, Belgium (3.4.08).

38) Computational/experimental approaches for the functional analysis of microRNAs in diseases.

Workshop: miRNAs in Health & Disease 2, University of Liège, Belgium (4.4.08)

39) MiRNA genes and their targets. 

The 3rd Warsaw-Berlin Workshop on Computational Biology, Max Planck Institute for Molecular Genetics, Berlin (7.04.08). 

40) Computational/experimental approaches reveal function of microRNAs in disease.
Regeneron Pharmaceutical, Tarytown,NY. USA (6.6.08).
41) Computational/experimental approaches reveal function of microRNAs in disease.
Department of Bioingineering, Stanford University, CA, USA (10.6.08).
42) Computational/experimental approaches reveal function of microRNAs in disease.
New Ingland Biolabs Inc., Boston, USA (13.6.08).
43) Computational/experimental approaches reveal function of microRNAs in disease
International Epigenetic Symposium at Institute of Agrobiotechnology,

 Center for Research and Technology, Thessaloniki, Hellas (27.6.08). 

44) Computational/experimental approaches reveal function of microRNAs in disease
33rd Federation of European Chemical Society (FEBS) Congress, Athens, Greece. (2.7.08)
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