
Preface

The post-genomic era is significantly characterized by a high integration and interdisci-
plinary of research resources from such diverse fields as computational biology, bioinfor-
matics, functional genomics, structural biology, and proteomics. In this perspective, estab-
lished biological systems can be comprehensively investigated in terms of interactions of
individual or groups of proteins and enzymes as well as the behaviour of collective net-
works of such interactions. On the other hand, these systems can be re-examined in the
light of new results that suggest novel associations between otherwise unrelated pathways
and individual proteins.

Modern experimental technologies are providing seemingly endless opportunities to gen-
erate massive amounts of sequence, expression and functional data. Continuous advances
and improvements have enabled proteome analyses to proceed with increased depth and
efficiency. To capitalize on this enormous pool of information and in order to understand
fundamental biological phenomena it is essential to collect, organize, categorize, analyse,
and share data and results.

However, whilst the large international genome sequencing projects elicited considerable
public attention with the creation of huge sequence databases, it has become increasingly
apparent that functional data for the gene products, in particular for enzymes, has either
limited accessibility or is unavailable. Additionally, although enzyme structural informa-
tion has been rapidly accumulated in databases, little effort has been invested toward
systematic characterization of enzyme functions.

The problem is twofold; deriving data from experimental work is expensive and very time
consuming and it is inherently very difficult to collect, interpret and standardize published
data since they are widely distributed among journals covering a number of fields, and the
data itself is often dependent on the experimental conditions.

For these reasons a systematic and standardized collection of functional enzyme data is
essential for the interpretation of the genome information.

The first ESCEC meeting in 2003 resulted in a general agreement that standardization of
experiments and methods for enzyme characterization is definitely necessary and in the
formation of the STRENDA commission. STRENDA stands for Standards for Reporting
Enzyme Data and the commission accompanies the upcoming series of ESCEC symposia.
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This 3rd ESCEC symposium provided a platform to discuss a number of checklists worked
out and presented by the STRENDA commission. In general, these lists are intended to
support the improvement of reporting enzyme data and can be found on the STRENDA
website www.strenda.org/documents.

We would like to thank particularly the authors who provided us with written versions of
the papers that they presented. Special thanks go to all those involved with the preparation
and organization of the workshop, to the chairmen who piloted us successfully through the
sessions and to the speakers and participants for their contribution in making this workshop
a success.
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