
It was only last year that Brazilian research groups engaged in Bioinformatics and Computational Biology felt the moment had arrived to start a new Society, the Brazilian Association for Bioinformatics and Computational Biology (AB3C) centered on the new disciplines determining the accelerated progress of Biology in the present century. I suppose that the consensus about making such a move was reached based on the obvious evidence that our laboratories had already performed a noticeable volume of work on those fields. As a result of this congregation of efforts a series of joint activities, particularly training courses and research programs, could then be developed and submitted for support by the funding agencies.

The time has now come for our annual gathering, the first of its kind in the country. It is by its own nature a meeting charged with symbolisms. Our declared endeavor has a double purpose. The first, an obvious one, is to create an interdisciplinary environment. The second is to make it an international event, a space where we might be able to meet with our colleagues from abroad to discuss modern working trends and our respective researches.

Upon examination of the program it is with immense satisfaction that we observe that many, if not all, of the nowadays numerous sub-areas of the field are contemplated, either in the several Lectures and Mini-Symposia or in the Poster and Technical sessions. Besides, it is considerably gratifying to acknowledge the presence of well-known researchers, both of national and international origin, who responded positively to our invitations. In this way, it has been possible to concentrate along our four day meeting presentations that will surely be recorded in the history of our enterprise.


I would like to profit from this opportunity to announce that AB3C, as an affiliated of the International Society for Computational Biology (ISCB) will be helping with the organization of its forthcoming meeting, the Intelligent Systems in Molecular Biology (ISBM), to be held in Fortaleza, Ceará, on 6-10 August 2006.

I wish to give our special thanks to local sister associations that have backed our work, namely, the Brazilian Society of Genetics, the Brazilian Society of Biochemistry and Molecular Biology, and the Brazilian Society of Computation, and to Brazilian science supporting agencies: CNPq/MCT, CAPES, FAPESP, FAPEMIG and the sponsors.


I wish you all a nice stay in Caxambu, and hope that you enjoy as much as possible all moments during this event. Let me emphasize in particular our hopes that it may catalyze fruitful cooperation between research groups here present.
04:30 pm – Lecture 1

“Protein similarity searches using compositionally adjusted scoring systems”
Stephen F. Altschul [NCBI, USA]
05:15 pm – Lecture 2

“Ontologies for biologists”
Michael Ashburner [University of Cambridge, UK]
08:30 am – Mini-symposium  1

Systems modeling – Chair : R.P. Mondaini[COPPE, RJ]
“Modeling metabolic networks”

J.C. Mombach [Unisinos, RS]
“Modelling Immune Responses”

Rita M. Zorzenon dos Santos [UFPE, PE]
“Modeling Metabolic Networks: The Challenge of Complexity”

Eberhard O. Voit [MUSC, USA]
10:30 am – Coffee Break

11:00 am – Lecture 3

“Mammalian phylogenomics”
Pavel Pevzner [UCSD, USA]
02:00 pm – Technical Session 1 Papers on Computational Biology
Chair : Guilherme de Oliveira [Fiocruz, MG]
01. “Fuzzy Profile Hidden Markov Models for Protein Sequence Analysis”

Niranjan Bidargaddi [Monash University,]

02. “Gene Networks as a Tool to Understand Transcriptional Regulation”

Diogo Veiga, [UFPE, PE]

03. “Exploring molecular networks using Monet Ontology”

Ney Lemke, [Unisinos, RS]

04. “A hardware-based approach for high-speed genomic sequence analysis”

Heitor Lopes, [CEFET, PR]

05. “Evaluating different methods of microarray data normalization”

Andre Fujita, [USP, SP]

06. “A Picture Of Gene Sampling/ Expression in Model Organisms Using ESTs And KOG Proteins”

Maurício Mudado, [UFMG, MG]

04:00 pm – Coffee Break
04:30 pm – Mini-symposium 2
Pattern Recognition – Chair: Heitor S. Lopes [UFSC, SC]
“Fads and Fallacies in The Name of Computational Biology” = NOVO TITULO
Ulisses Braga-Neto [Fiocruz, PE]

“A mechanistic view of proteins and their sequences”

Michael Gribskov [SDSC, USA]
“Scale independent representation by iterative maps for pattern recognition in biological sequences”

Jonas S. Almeida [MUSC, USA]
08:30 am – Mini-symposium  3

Proteomics – Chair: Marcelo Valle de Sousa [UNB, DF]

“Proteomics in venomic quest: new frontiers in toxinology”

Adriano Pimenta [UFMG, MG]
“How bioinformactics can help proteomics”

Wagner Fontes [UNB, DF]
“Proteomics: why, how and when”

Peter Roepstorff [USD, Denmark]
10:30 am – Coffee Break
11:00 am – Lecture 4
“Using Bioinformatics and Genomics to find new restrictionmodification systems”
Richard J. Roberts [NEB, Nobel laureate]
02:00 pm – Technical Session 2
Papers on Molecular Biology – Chair: Helaine Carrer [USP, SP]
01. “In Silico Prediction of Yeast Deletion Phenotypes”

Steffen Heber [North Carolina State University, USA]

02. “A bioinformatic tool to assist in human mtDNA profiles for forensic purposes in Brazil”

Luis Henrique Teixeira Caetano [UFAL, AL]

03.” GenoMycDB: a Database for Comparative Analysis of Mycobacterial Genes and Genomes”

Antonio Miranda [Fiocruz, RJ]

04. “DBCollHIV: A Database System for Collaborative HIV analysis in Brazil”

Luciano Araújo [USP, SP]

05. ”A Fully Resolved Consensus Between Fully Resolved Phylogenetic Trees”

José Augusto Amgarten Quitzau [Unicamp, SP]

06. “An empirical evaluation of the standard errors of maximum likelihood phylogenetic parameters under the molecular clock via the bootstrap”

Carlos Schrago [UFRJ, RJ]
04:00 pm – Coffee Break
04:30 pm – Mini-symposium 4 Genes and Disease

Chair : Anamaria A. Camargo [LICR, SP]
“The use of gene regulation pathways in the understanding of genetic diseases”

M. Rita Passos-Bueno [USP, SP]
 “Search for novel imprinted genes using SAGE and MPSS allele-specific tags”

Sandro J. de Souza [LICR, SP]
“Vaccine candidates against leptospirosis through genomebased analisis”

Ana Lucia T.O. Nascimento [Instituto Butantan, SP]
“The pathogenesis of ratoon stunting disease of sugarcane: insights from the genome sequence analysis of its causal agent Leifsonia xyli subsp xyli”

Luis E.A. Camargo [ESALQ, SP]
08:30 am – Mini-symposium 5

Structural Biology – Chair : Igor Polikarpov [USP-SC, SP]
“Bioinformatics and Protein Crystallography: a cooperative relationship”

Ronaldo A.P. Nagem [UFMG, MG]
“Molecular Dynamics of Ligand Binding and Release from Hormone Nuclear Receptors”

Munir S. Skaf [UNICAMP, SP]
“Evolutionary Rules for Specifying Protein Folding and Function”

R. Ranganathan [Texas, USA]
10:30 am – Coffee Break
11:00 am – Lecture 5
“Reliable automated protein function prediction”
 Steven E. Brenner [ Berkeley,USA]
02:00 pm –Technical Session 3

Papers on Bioinformatics – Chair: J. Eduardo Ferreira [USP, SP]

01. “New strategy to detect SNPs”

Zanoni Dias [Scylla Bioinformatics, SP]

02. “BayBoots: a model-free Bayesian tool to identify class markers from gene expression data”

Ricardo Vêncio [Hospital Israelita Albert Einstein, SP]

03. “SpotWhatR: an user-friendly microarray data analysis system”

Tie Koide [USP, SP]

04. “PCT, an automated system for protein annotation with verification of domain structure and neighbor joining tree”

João Torres [UFMG, MG]

05. “Predicting Enzyme Class from Protein Structure”

Michel Yamagishi, EMBRAPA

06. “BesTags: An Approach to Select Gene Specific Regions for Expression Analysis”

Israel Tojal Silva [USP-RP, SP]

04:00 pm – Coffee Break
04:30 pm – Mini-symposium 6 Databases and Tools

Chair: D. Natale [Georgetown University, USA]
“Sharing Knowledge with Gene Ontology Annotation (GOA)”

Evelyn Camon [EBI, UK]
“Databases and tools in evolutionary genomics”

Cláudia A.M. Russo [UFRJ, RJ]

“Interoperability of Databases and Tools in Bioinformatics”

João C. Setúbal [VBI, USA]
