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EDUCATION 

 

2002 Spec. Bioinformatics for Tropical Diseases Research, WHO-TDR, University of São Paulo (USP). 

 

1994 Ph.D. Computational Molecular Biophysics, Department of Crystallography - Birkbeck College, University of  London, London, 

England.  Advisor: Professor Julia M. Goodfellow. 

 

1990 M.Sc. Computer Modeling of Molecular and Biological Processes, Department of Crystallography - Birkbeck College, University of 

London, England. Advisor: Professor Julia M. Goodfellow. 

 

1988 Spec. Graduate Course of Specialization in Modern Biotechnology, Center for Biotechnology - Universidade Federal do Rio Grande 

do Sul (UFRGS), Porto Alegre,  RS, Brazil. 

 

1987 B.Sc. Physics, Department of Physics - Universidade Federal de Minas Gerais (UFMG), Belo Horizonte, MG,  

  Brazil. 

 

 

PROFESSIONAL EXPERIENCE 

 

2002 – Present M.Sc. and Ph.D. Advisor 
Graduate Program in Computer Science (Faculty of Informatics, PUCRS); Graduate Program in Molecular and Cellular Biology 
(Faculty of Biosciences, PUCRS), and Graduate Program in Pharmaceutical Biotechnology (Faculty of Pharmacy, PUCRS). 

 

2002 – Present Associate Professor (Reader) of Bioinformatics and Computational Molecular Biophysics  

Faculty of Informatics – Pontifical Catholic University of Rio Grande do Sul (PUCRS), Porto Alegre, RS, Brasil. Head of the 

Laboratory for Bioinformatics, Modelling and Simulation of Biosystems (LABIO). Research focused on the sequence-structure-

dynamics-function relationship of enzymes from the Fatty Acid Synthase II (FAS II) and the Shikimate Pathways from 

Mycobacterium tuberculosis (MTB), Plasmodium spp., DNA-protein interaction in eukaryotic transcription, Ab initio protein 

structure prediction, and computer-aided drug design. 

 

2001 – 2002 FAPERGS Visiting Scientist  

  Faculty of Informatics - Pontifical Catholic University of Rio Grande do Sul (PUCRS), Porto Alegre, RS, Brasil. 

 

1999 – 2001 FAPESP Young Investigator and Group Leader – Molecular Modeling and Simulation 

Center for Structural Molecular Biology – Laboratório Nacional de Luz Síncrotron (LNLS), Campinas, São Paulo, Brazil. 

 

1995 - 1998 Postdoctoral Scientist - Modeling and Simulation of DNA and Enzymes Complexes 

Theory, Modeling & Simulation Group - Environmental Molecular Sciences Laboratory (EMSL), Pacific Northwest National 

Laboratory (PNNL-DOE, USA). Advisor: Rick L. Ornstein. Research on structure-dynamics-function relationships of the 

detoxification enzymes Glutathione S-Transferase and Phosphotriesterase. The initial focus of the research was in the 

conformation and flexibility of DNA sequences containing a TATA-Box motif. 

 

1990 - 1994 Graduate Research Assistant - Molecular Dynamics Studies of DNA Intrinsic Curvature  

Department of Crystallography - Birkbeck College, University of  London, London, England. Research focused on the use of 

molecular dynamics simulations to bridge the knowledge gap between X-ray crystallography and gel-electrophoresis analysis of 

DNA sequence-dependent conformation. 

 

1986 - 1988 Undergraduate Research Assistant 

Department of Physics - Universidade Federal de Minas Gerais (UFMG), Belo Horizonte, MG, Brazil. 

1987-1988 Design, preparation, and testing of high-temperature ceramic superconductors.  

1986-1987 Investigations of the electrical properties of fuel alcohol-water mixtures. 
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TEACHING EXPERIENCE 

 

2001 – Present       Associate Professor (Reader) of Bioinformatics and Computational Molecular Biophysics 

Faculty of Informatics, Faculty of Biosciences, and Faculty of Pharmacy. Pontifical Catholic University of Rio Grande do Sul 

(PUCRS). Lecturing bioinformatics, computational molecular biophysics, information technology, and scientific methodology for 

computer science and biological sciences at both undergraduate and graduate levels. 

 

1990 - 1992 Teaching Assistant 

Department of Crystallography - Birkbeck College, University of London, London, England. Statistical Techniques in Molecular 

and Biological Structure. M.Sc. Course in Computer Modeling of Molecular and Biological Processes.  

 

1985 - 1987 Demonstrator/Teaching Assistant 

Department of Physics - Universidade Federal de Minas Gerais, MG, Brazil. Courses in Electricity & Magnetism. 

 

 

ACADEMIC/SCHOLASTIC HONORS 

 
 Research Fellow of the Brazilian National Research Council-CNPq, 2013-2016. 

 

 Elected Chair of the CEBioComp (The Special Interest Group on Computational Biology) of the Brazilian Computer Society, August 2011, 

for the period 2011-2012. 

 

 Research Fellow of the Brazilian National Research Council-CNPq, 2010-2013. 

 

 Elected Member of the CEBioComp of the Brazilian Computer Society, since August 2008. 

 

 Third Best Full Paper of the III Brazilian Symposium on Bioinformatics (BSB2008), August 2008. 

 

 ICGEB Grant for Junior Scientists, International Centre for Genetic Engineering & Biotechnology, ICGEB/LNCC, May 2007. 

 

 Best Poster Award, X-Meeting, AB3C 3rd International Conference, November 2007. 
 

 Research Fellow of the Brazilian National Research Council-CNPq, 2007-2010. 

 

 Elected Member for the Brazilian Association for Bioinformatics and Computational Biology (AB3C) directorship, July 2006, for the period 

2007-2008. 

 

 Honorable Mention for work on Flexible Ligand-Flexible Enzyme Interactions in the 5th Ibero-American Congress of Biophysics, Rio de 

Janeiro, Brazil, October 2003. 

 

 Special Award for outstanding research on ab initio protein structure prediction in the Research-Training Congress from the Universidade 

Federal do Rio Grande do Sul (UFRGS), RS, Brazil, September 2002. 

 

 Ad-hoc reviewer for Biophysical Journal, CABIOS (now Bioinformatics), and several other international journals. 

 

 AWU and DOE Post-doctoral Fellowship, 1995-1998. 

 

 President-elect of the Lillian Penson Hall Residents Union, 1991 to 1992, Lillian Penson Hall, London, England.  Lillian Penson Hall housed 

approximately 550 postgraduate students from over 80 countries. 

 

 Ph.D. CNPq-RAHE Fellowship, 1990-1994; M. Sc. CNPq-RAHE Scholarship, 1989-1990. 

 

 Class representative for the M.Sc. course in Computer Modeling of Molecular and Biological Processes, Department of Crystallography, 

Birkbeck College, University of London, London, England, 1989-1990. 

 

 CNPq-RHAE Scholarship, 1988-1989. 

 

 Co-winner of the Santos Dumont Silver Medal of Science and Technology for contribution to research on High-temperature Ceramic 

Superconductors, Belo Horizonte, MG, Brazil, April 1988. 

 

 Demonstrator, Teaching Assistant, and Research-Training CNPq and FAPEMIG Scholarships, 1984-1987. 
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