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PROTEIN CHIP'EVALUATION

MicroDiscovery's fully automated array analysis software
GeneSpotter® allows for fast and easy evaluation of any
available protein chip. Our software products can be CE-
certified for diagnostic applications.

KINETIC INTERACTION MODELS
Target validation . We are proud to present KinetXpert®, a novel software for
Signatures : o )
modeling mass transport limitation and parking effects. For the
Integrated first time you can now evaluate interaction and kinetics data
modeli ng platform consistently and quantitatively and in a broad range of biomedical
set-ups.

Systems biology
DATA'MINING
Classifying complex molecular signatures for molecular diagnostics is the name of
the game. Make MicroDiscovery’s portfolio of cutting-edge custom data mining
methods work for you. Only recently, we have developed a new classification method
that clearly surpasses the best methods in the field.
MODELING

Forfunctional biomedical data analysis, our integrated in-house modeling platform sets new standards
when it comes to modeling biological systems spanning several levels of complexity. It lets us combine
experimental data from various sources and different data types into a coherent modeling environment
— helping you to reduce costs in biomarker discovery and target validation.

DATA MANAGEMENT IN SYSTEMS BIOLOGY

The wealth of experimental data generated by current high-throughput technologies demands for customized
solutions in data management. Our experience in handling genomics and proteomics data and our know-how
in database design will help you master the challenges of systems biology.
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