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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 - present 

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

DIRECTOR OF GRADUATE STUDIES IN CHEMICAL ENGINEERING, 01/2010 – present 
Department of Chemical Engineering and Materials Science, University of Minnesota 

DIRECTOR, 01/01/03-present 
 University of Minnesota Summer Bioinformatics Institute
ASSISTANT PROFESSOR, 08/23/01-07/31/07 

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

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 

� 2010 Thiele Lectureship, University of Notre Dame 
� 2010 Charles Bowers Teaching Award, College of Science and Engineering, University of 

Minnesota 
� 2009 AIChE Computing and Systems Technology Division Outstanding Young Researcher 

Award 
� 2007 NSF CAREER Award 
� 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) 

  
 
Books 
 
Yiannis N. Kaznessis, Statistical Thermodynamics and Stochastic Kinetics, an Introduction for 
Engineers, 2011, Cambridge University Press. 
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(pdf reprints available at www.cems.umn.edu/research/kaznessis/publications.htm) 
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  Invited and Keynote Presentations since 2007 
� “Mathematical Modeling in Biological Engineering”, Nara University, Nara, Japan, October 2011. 
� “Mathematical Modeling in Biological Engineering”, Duke University, April 2011. 
� “Mathematical Modeling in Biological Engineering”, Midwest Thermodynamics and Statistical 

Mechanics Conference, May 2011, keynote. 
�  “Mathematical Modeling in Biological Engineering”, Symposium in honor of Fred Heineken, 

AIChE Annual Meeting, Salt Lake, UT, November 2010  
� “Mathematical Modeling in Biological Engineering”, University of Pittsburgh, October 2010 
� “Mathematical Modeling in Biological Engineering”, MIT, September 2010 
� “Mathematical Modeling in Biological Engineering”, Keynote speech, From Computational 

Biology to Systems Biology, May 2010, Traverse City, MI 
� “Computer-Aided Design of Synthetic Biological Systems”, FNANO, April, 2010, Snowbird, UT 
� “High-Performance Computing in Synthetic Biology”, March 2010, New Delhi India, US-Indo 

Frontiers in Engineering conference 
� “Multiscale Models for Synthetic Biology”, Systems Biology GFST Symposium, June 2009, Iowa 

State University, Ames Iowa 
� “Multiscale Models for Synthetic Biology”, Advances in Synthetic Biology, April 2009, London, 

England 
� “Computer-Aided Design of Antimicrobial Peptides”, Gordon Conference on Antimicrobial 

Peptides, March 2009, Anaheim, CA 



� “Multiscale Models for Synthetic Biology”, Rensselaer Polytechnic Institute, January 2009. 
� “Multiscale Models for Synthetic Biology”, Princeton University, December 2008. 
� “Computer-Aided Synthetic Biology”, International Conference of Systems Biology, August 

2008, Gothenburg, Sweden. 
� “Computer-Aided Synthetic Biology”, WORLDCOM 08, July 2008, Las Vegas NV. 
� “Computer-Aided Synthetic Biology”, Chemical Engineering Conference for Collaborative 

Research in Eastern Mediterranean Countries, May 2008, Cetraro, Italy. 
� “Synthetic Bio-logical AND gates”, Pathways, Networks and Systems Biology, Porto Heli, 

Greece, July 2007. 
 
 
Conference Presentations since 2007 
� V. Vivcharuk, D. S. Bolintineanu, Y. N. Kaznessis ``Multiscale models of antimicrobial peptides''. 

2011 Biophysical Society Annual Meeting, Baltimore, Maryland. 
� V. Vivcharuk,  Y.N. Kaznessis, ``Dimerization of Protegrin-1 Peptides in Different 

Environments''. AIChE Annual Meeting, Salt Lake City, UT. November 2010. 
� K. Biliouris, Daoutidis P., Kaznessis YN, “Stochastic Simulations of the Tetracycline Operon”, 

AIChE Annual Meeting, Salt Lake, UT, November 2010. 
� K. Volzing and Kaznessis Y. "Novel synthetic transcription regulators for prokaryotes," AIChE 

Annual Meeting. Salt Lake City, UT. November 2010. 
� D. S. Bolintineanu, V. Vivcharuk, A. Langham, Y.N. Kaznessis ``Multiscale Computational 

Investigations of Antimicrobial Action''. 2010 AIChE Annual Meeting. Salt Lake City, UT. 
November 2010. 

� D. S. Bolintineanu, V. Vivcharuk, Y. N. Kaznessis “Statistical Mechanical Model of 
Antimicrobial Peptide Action: Peptide Aggregation, Membrane Adsorption and Membrane 
Insertion Equilibria” AIChE Annual Meeting. Salt Lake City, UT. November 2010. 

� Y. Kaznessis, “From molecules to life: Multiscale models in biology”, American Chemical 
Society, Boston, MA, August 2010.  

� D. Bolintineanu, Y. Kaznessis, “How to protegrins kill bacteria. Molecular simulations”, Midwest 
Thermodynamics conference, Notre Dame, IN,  May 2010. 

� K. Volzing, Sotiropoulos V, Kaznessis Y. "Novel tetracycline-inducible regulatory networks," 
Systems Biology: Integrative Comparative and Multi-Scale Modeling. Iowa State University at 
Ames. June 14, 2009. 

� K. Volzing and Kaznessis Y. "Synthetic tetracycline-inducible transcription regulators," Global 
COE International Symposium, on the theme of Environmental Adaptation. NAIST at Nara, 
Japan. November 12-13, 2009. 

� Y. Kaznessis, “From molecules to life: Multiscale models in biology”, Midwest Thermodynamics 
conference, Notre Dame, IN,  May 2010. 

� V. Vivcharuk, D. Bolintineanu, Y. Kaznessis, “Computer simulations and free energy calculations 
of protein-DNA binding. Application to TetR:tetO system”, American Institute of Chemical 
Engineers Annual Meeting, Nashville, TN, November 2009. 

� K. Volzing, Y. Kaznessis, “Novel Synthetic Inducible Regulators”, American Institute of 
Chemical Engineers Annual Meeting, Nashville, TN, November 2009. 

� Y. Kaznessis, “From molecules to life: Multiscale models in biology”, American Institute of 
Chemical Engineers Annual Meeting, Nashville, TN, November 2009. 

� D. Bolintineanu, Y. Kaznessis, “How to protegrins kill bacteria. Molecular simulations”, 
American Institute of Chemical Engineers Annual Meeting, Nashville, TN, November 2009. 

� V. Sotiropoulos, Y. Kaznessis, “Integration schemes for stochastic differential equations”, 
American Institute of Chemical Engineers Annual Meeting, Nashville, TN, November 2009. 

� V. Vivcharuk, Y. Kaznessis, “Mechanism of protegrin dimerization. Insights from computer 
simulations”, American Institute of Chemical Engineers Annual Meeting, Nashville, TN, 
November 2009. 



� D. S. Bolintineanu, Ehsan Hazrati, Allison Langham, Rober I. Lehrer, H. Ted Davis, Yiannis N. 
Kaznessis. “Computational models of the action of protegrin antimicrobial peptides: transient ion 
diffusion and osmotic swelling.”  American Chemical Society 238th National Meeting, 
Washington, DC, August 2009. 

� D. S. Bolintineanu, Yiannis N. Kaznessis and H. Ted Davis.  “Modeling osmotic lysis of cells by 
antimicrobial peptides: transient diffusion of ions and osmotically-driven flow”.  Poster 
presentation, Biophysical Society Annual meeting, Boston, MA, March 2009. 

� Y. Kaznessis and 10 Bioinformatics Summer Institute undergraduates, “Synthetic Bio-Logical 
AND gates”, iGEM 2008, November 2008, Boston, MA. 

� A. Langham, Y. Kaznessis “How do antimicrobial peptides work?”, American Institute of 
Chemical Engineers Annual Meeting, Philadelphia, PA, November 2008. 

� J Tomshine, K.I. Ramalingham, J.A. Maynard, Y. Kaznessis, “Bio-logical AND gates”, American 
Institute of Chemical Engineers Annual Meeting, Philadelphia, PA, November 2008. 

� D. Bolintineanu, V. Vivcharuk, A. Langham, Y. Kaznessis, “Multiscale modeling of 
electrodiffusion through antimicrobial peptide pores”, American Institute of Chemical Engineers 
Annual Meeting, Philadelphia, PA, November 2008. 

� J Tomshine, Y. Kaznessis, “Bio-logical AND gates”, Synthetic Biology 4.0, October, 2008, Hong 
Kong, China. 

� A. Langham, D. Bolintineanu, Y. Kaznessis, “How to protegrins kill bacteria. Molecular 
simulations”, American Institute of Chemical Engineers Annual Meeting, Salt Lake, UT, 
November 2007. 

� J. Tomshine, Y. Kaznessis, “Bio-logical AND gates”, American Institute of Chemical Engineers 
Annual Meeting, Salt Lake, UT, November 2007. 

� V. Sotiropoulos, Y. Kaznessis, “Hybrid stochastic differential equations”, American Institute of 
Chemical Engineers Annual Meeting, Salt Lake, UT, November 2007. 

� Y. Kaznessis, “Synthetic Bio-logical AND gates”, Synthetic Biology 3.0, Zurich, Switzerland, 
July 2007. 

� Y. Kaznessis, “Model-Driven Synthetic Bioengineering”, PPEPPED 2007, Crete, Greece, June 
2007. 

� A. Langham, “Computer-Driven Antimicrobial Peptide, Engineering”, 2007 Biophysical Meeting, 
Baltimore, March 2007. 

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

� Director of Graduate Studies in Chemical Engineering, CEMS, 2010- 
� Member, National Institutes of Health Study Section of Biodata Management and Analysis, 

2010- 
� Director, Area 15, AIChE, 2008- 
� Chair of programming, Area 15c, AIChE, 2011 
� Chair, Faculty Search Committee, CEMS 2009-2010 
� Director, University of Minnesota Bioinformatics Summer Institute  
� Editorial Board, BMC Systems Biology 
� Chair, Steering Committee, Unisys/Minnesota Supercomputing Institute Alliance 
� Fellow, Minnesota Supercomputing Institute 
� Past service: Chair of programming, Area 10d, AIChE, 2009; Member, NSF Partnership for 

Advanced Computational Infrastructure Committee; Member, Internal Advisory Committee, 
Minnesota Supercomputing Institute; Member, NIH Review Panel, NIH Pathway to 
Independence Award; Member, Advisory Committee, University of Minnesota Digital 



Technology Center; Member, Steering Committee, University of Minnesota Computational 
Genetic Laboratory; Member, Graduate Admissions Committee, CEMS; Vice Chair, 
Computational Genomics, 2006 AIChE Annual Meeting; Member, Organizing Committee, 
2007 Bioengineering Conference; Member, Organizing Committee, 2005 Foundations of 
Systems Biology and Engineering Conference;  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, JACS, Biochemistry 

 
 
 
Research Group 
Graduate students: Katherine Volzing, Kostas Billiouris, Ben Swiniarski, Patrick Smadbeck, 
Andrew Hirsch, Anushree Chatterjee 
Postdoctoral Fellows:  Fatemeh Ghasemi, Poonam Shrivastava, Victor Vivcharuk, Emilia Wu 
 
 
Past Group Members 
Dan Bolintineanu, (Ph.D. 2010) now postdoctoral fellow at the University of Minnesota 
Vassilios Sotiropoulos (Ph.D. 2009) now serving in the Greek Army 
Jonathan Tomshine (Ph.D. 2009) now at Solyndra. 
Allison Langham (Ph.D. 2008) now at the Pentagon. 
Spyros Vicatos (Ph.D. 2007) now research associate at the University of Southern California. 
Howard Salis (Ph.D. 2007) now assistant professor at Penn State University. 
Himanshu Khandelia (Ph.D. 2006) now research associate at the University of Southern Denmark 
Nathan Ostberg (M.Sc), Lisa Tuttle (BSI and M.Sc.) 
Abdallah Sayyed-Ahmad (postdoctoral fellow, now assistant professor at Berzeit University) 
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 assistant professor at Michigan Tech) 
Kavita Iyer (postdoctoral fellow, now at Merck). 
Anthony Hill (postdoctoral fellow, now at St. Jude’s) 
Chandrika Mulakala (postdoctoral fellow) 
Ting Lan Chiu (postdoctoral fellow) 
Another four chemical engineering undergraduate students have worked in our group, along with 
seventeen Bioinformatics Summer Institute interns. 
 
 




