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Preface 

This volume contains the papers which were selected for oral presentation at the first 
Bioinformatics Research and Development (BIRD) conference held in Berlin, 
Germany during March 12-14, 2007. BIRD covers a wide range of topics related to 
bioinformatics like microarray data, genomics, single nucleotide polymorphism, 
sequence analysis, systems biology, medical applications, proteomics, information 
systems. 

The conference was very competitive. From about 140 submissions only 36 were 
selected by the Program Committee for oral presentation at BIRD and for publication 
in these proceedings. The acceptance rate was 1/4. The decisions of the Program 
Committee were guided by the recommendations of several reviewers for each paper. 
It should be mentioned that these proceedings have companion proceedings published 
by the Austrian Computer Society where selected poster presentations of the BIRD 
conference are included. 

The invited talk titled "From Flies to Human Disease" by Josef Penninger, one of the 
leading researcher in genetic experiments for investigating disease pathogenesis, was 
very inspiring and gave new insights into future bioinformatics challenges. 

Many contributions utilized microarray data for medical problems or for modeling 
biological networks. In the field of systems biology new approaches were introduced, 
especially for flux distribution, for regulatory modules where the inverse problem 
theory is applied, and for inferring regulatory or functional networks. Several 
contributions are related to medical problems: therapy outcome prognosis, SNP data, 
genome structure, genetic causes of addiction, HIV virus, MEDLINE documents, 
analyzing TP53 mutation data, investigation satellite-DNA data, or testing bioactive 
molecules. Another main topic was sequence analysis, where contributions propose 
new coding schemes, new profiles, and new kernels and where Markovian approaches 
for genome analysis and protein structure were developed. A major research field was 
proteomics, which can be sub-divided into measurement- and structure-related issues. 
Another research field focused on databases, text retrieval, and Web services. 

The first BIRD conference was a great success to which many persons contributed. 
The editors want to thank first of all the authors, whose work made this volume 
possible. Then we want to thank once again the invited speaker, Josef Penninger. We 
thank especially the Program Committee members, who ensured the high quality of the 
conference and the publications in this volume, provided their experience and expert 
knowledge, and invested time to select the best submission. The conference was only 
possible by the excellent support of the local Organizing Committee Camilla Bruns and 
Klaus Obermayer (Technical University of Berlin), whom we want to thank. Many 
thanks also to the President of the Technical University of Berlin, Kurt Kutzler, for 
hosting this conference. We thank the Web administrators (A. Anjomshoaa, A. Dreiling, 
C. Teuschel) who took care of the online submission process and registration. Thanks to 
the “Arbeitskreis Bioinformatik” of the Austrian Computer Society for the support of 
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VI Preface 

the BIRD conference. Many thanks also to Noura Chelbat, Djork-Arne Clevert, and 
Martin Heusel for their support in setting up this first BIRD conference. 

Most of all we wish to express our gratitude to Gabriela Wagner (DEXA Society), 
who managed the conference, which includes organizing the submission and the 
review process, setting up and coordinating the decisions of the Program Committee, 
being responsible for the final paper versions, planning and supervising the technical 
program schedule including the banquet, looking after the editorial and printing 
issues, and many more. Last but not least our thanks to Rudolf Ardelt, Rector of the 
Johannes Kepler University of Linz, Austria, who enabled this conference by 
establishing Bioinformatics at the JKU Linz. 

 
 

January 2007                                                                                         Sepp Hochreiter 
                                                                                                                 Roland Wagner 
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