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data analysis with Ubertool

Facts
Data Integration

» flexible biological object model
» XML in- and output
> interface to relational databases

Data analysis

» automatic data format conversions

» data compatibility checks

» >200 connectable modules covering sequence, expression and 3D-structure analysis
» easy-to-learn workflow approach, no programming required

» workflows can be stored, rerun and triggered

> interactive viewers

» application programmer interface (API) for custom enhancements

System features

» easy server administration

» zero effort client Installation

» migration and customization consulting
» scalable architecture

distributed computing options

» multiple servers, multiple platforms

v

Complimentary Services

» installation and support

» basic training

» technical support

» application community support list

Optional Services
» in-depth bioinformatics training by experts
» custom programming (viewers, modules)
» migration support
» remote administration
» project consulting
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