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Professor Kaznessis’ research interests focus on computer modeling of biological matter, on the 
development of bioinformatics methods and on statistical mechanical modeling of biomolecular 
recognition phenomena.  Professor Kaznessis teaches undergraduate “Chemical Engineering 
Thermodynamics”, undergraduate “Process Dynamics and Control” and the graduate course 
“Statistical Thermodynamics and Kinetics”. Professor Kaznessis is also the Director of the 
University of Minnesota Summer Bioinformatics Institute. 
 
 
Education 

• Diploma, Chemical Engineering, Aristotle University of Thessaloniki, Greece, 1994. 
• Ph.D., Chemical Engineering, University of Notre Dame, 2000.  
• Postdoctoral Fellowship, University of Michigan and Pfizer Global Research and 

Development, 08/99-08/01 
 
 
Appointments 
ASSOCIATE PROFESSOR, 08/01/07- 

Department of Chemical Engineering and Materials Science, University of Minnesota 
Digital Technology Center, University of Minnesota 

ASSISTANT PROFESSOR, 08/23/01-07/31/07 
Department of Chemical Engineering and Materials Science, University of Minnesota 
Digital Technology Center, University of Minnesota 

DIRECTOR, 01/01/03-present 
 University of Minnesota Summer Bioinformatics Institute 
POSTDOCTORAL FELLOW, 08/99-08/01 

Biomolecular Structure and Drug Design, Pfizer Global Research and Development. 
Department of Chemical Engineering, University of Michigan. 

RESEARCH ASSISTANT, 09/94-08/99 
Department of Chemical Engineering, University of Notre Dame, Ph.D. (2000). 

PROJECT MANAGER ASSISTANT, 12/93-08/94  
Euroconsultants S.A., Thessaloniki, Greece.   

RESEARCH ASSISTANT, 01/91-05/92  
Chemical Process Engineering Research Institute, Thessaloniki, Greece.  

 
 
Honors and Awards 

• 2007 NSF CAREER 
• 2006 Fellow, Minnesota Supercomputing Institute 
• 2004 3M non-Tenured Faculty Award 
• 2003 IBM Young Faculty Award 
• 2003 Young Investigator Petroleum Research Fund Award 
• 2000 Postdoctoral Fellowship, University of Michigan/Pfizer GRD 
• 2000 SGI Computational Science and Visualization Award, University of Notre Dame 
• 1994 Fulbright Award 
• 1994, Technical Chamber of Greece Honor Award (1st in senior class) 
• 1991-1993, Greek National Fellowship Foundation Awards (IKY) 
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Chapters in Books 
Y. N. Kaznessis, R.G. Larson, “Molecular mechanics simulations and bioinformatics calculations 
in the study of lung surfactants”. Invited chapter in the book “Recent Research Developments in 
Lung Surfactant and its Dysfunction” Edited by Kaushik Nag, Marcel-Dekker. New York, 2005. 
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Peptides: a Molecular Dynamics Study”, American Institute of Chemical Engineers Annual 
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 Y. Kaznessis, “The New Mathematics of Biological Engineering, “ presentation, International 
Conference in Bioengineering and Nanotechnology, Santa Barbara, CA, September, 2006.  

 H. Salis, Y. Kaznessis, “Multi-Scale Models for Gene Network Engineering”, Raleigh, NC, 
August, 2006 

 Y. Kaznessis, “The New Mathematics of Biological Engineering”, invited presentation, Iowa 
State University, April 2006. 

 A. Langham, Y. Kaznessis, “Simulations of Protegrin-1, a potent antimicrobial peptide”, 
Biophysical Society Meeting, San Francisco, CA, 2006 

 H. Khandelia, Y. Kaznessis “Molecular Dynamics Simulations of Antimicrobial Peptides” 
Platform presentation, American Chemical Society, Atlanta, GA, 2006 



 

 A. Langham, Y. Kaznessis, “Simulations of Protegrin-1, a potent antimicrobial peptide”, 
Biophysical Society Meeting, San Francisco, CA, 2006 

 H. Salis, Y. Kaznessis, “Model-Driven Designs of Gene Regulatory Networks”, Platform 
presentation, Biophysical Society Meeting, San Francisco, CA, 2006 

 H. Khandelia, Y. Kaznessis “Molecular Dynamics Simulations of Antimicrobial Peptides” 
Platform presentation, Biophysical Society Meeting, San Francisco, CA, 2006 

 Y. Kaznessis, “Multiscale Models for Gene Network Engineering”, invited presentation, 
National Technical University, Athens, Greece, January 2006 

 
Membership 
American Institute of Chemical Engineers, American Biophysical Society 
 
  
 Professional Activities - Service  

• Director, University of Minnesota Bioinformatics Summer Institute  
• Editorial Board, BMC Systems Biology 
• Director, AIChE FPBE Division 
• Fellow, Minnesota Supercomputing Institute 
• Member, Steering Committee, University of Minnesota Computational Genetic Laboratory 
• Past service: Vice Chair, Computational Genomics, 2006 AIChE Annual Meeting; 

Member, Graduate Admissions Committee, CEMS; Member, Organizing Committee, 
2007 Bioengineering Conference; Member, Organizing Committee, 2005 Foundations of 
Systems Biology and Engineering Conference;   Member, Advisory Committee, 
University of Minnesota Digital Technology Center; Member, NIH Review Panel, NIH 
Pathway to Independence Award; Member, NSF Partnership for Advanced 
Computational Infrastructure Committee; Vice Chair, Biomedical Applications of Systems 
Biology Session, 2005 AIChE Annual Meeting;  Member, Faculty Recruiting Committee, 
Department of Computer Science and Engineering;  Member, Chemical Engineering 
Curriculum Committee (2003), CEMS;  Vice Chair, Bioinformatics Topical Conference, 
2001 AIChE Annual Meeting; Chair, Group T3, Bioinformatics, 2002 AIChE Annual 
Meeting;  Member, NSF SBIR 2004 panel;  Member, NSF Emerging Models 
and Technologies (EMT) 2004 and 2005 panels 

• Reviewer of manuscripts in: Biophysical Journal, Biological Macromolecules, Biochimica 
& Biophysica Acta, Bioorganic and Medicinal Chemistry, BMC Bioinformatics, 
Biotechnology and Bioengineering, Computers and Chemical Engineering, Journal of 
Biotechnology, Journal of Physical Chemistry, Journal of Chemical Physics, Langmuir, 
Molecular Simulation, Physical Biology, Proteins. 

 
Research Group 
Graduate students: Katherine Volzing, Apostolos Vagias, Allison Langham, Jonathan Tomshine, 
Vassilis Sotiropoulos, Dan Bolintineanu, John Barrett, Nagendra Singh, Anushree Chatterjee 
Postdoctoral Fellows: Abdallah Sayyed-Ahmad, Ting-Lan Chiu, Chandrika Mulakala, Anthony 
Hill, Kavita Iyer, Poonam Shrivastave 
 
Past Group Members 
Spyros Vicatos (Ph.D. 2007) now postdoctoral fellow at the University of Southern California. 
Himanshu Khandelia (Ph.D. 2006) now postdoctoral fellow at the University of Southern Denmark 
Howard Salis (Ph.D. 2007) now postdoctoral fellow at the University of California, San Francisco 
Nathan Ostberg (M.Sc), Lisa Tuttle (BSI and M.Sc.), Yuhua Duan (postdoctoral fellow, now at 
DOE National Energy Technology Laboratory), Boojala Reddy (research associate, now assistant 
professor at CUNY), Hairong Wei (postdoctoral fellow, now research associate at the University 
of Alabama). Another four chemical engineering undergraduate students have worked in our 
group, along with seventeen Bioinformatics Summer Institute interns. 
 


