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Obijectives Current Results

Management and analysis of complex molecular-biological data of users for research

! A Comparative evaluation of microarray-based gene expression databases showed limitations
neftworks with fast growing amount of data

of previous approaches (BTW2003)
Design and implementation of flexible databases and analysis platforms for interdisciplinary

octs and clnical studi GeWare: Design and implementation of a data warehouse for gene expression analysis; first
projects and clinical studies

version of warehouse operational

Database research topics: GeneMapper: Integration of gene annotations from different public sources; first version
> Integration of molecular-biological data and metadata (e.g. annotations) operational

> Database coupling / integration of analysis algorithms and tools
> Flexible, high performance data organization and querying

Data Warehouse for Gene Expression Analysis / GeWare
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Annotation Integration / GeneMapper Human-Chimpanzee Comparison Platform
GeneMapper Version 0.2 E. Rahm, S. Padbo, et al.
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Genome-wide comparison of sequence data,
expression level, recombination rates, ...

Goals: Providing gene-oriented
views on annotations by
matching between different
gene representations
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Cooperation Partners
Experimental Partners 1ZBI Computer Science Partners
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