Genedala C‘

solutions in silico

Refiner Array performs
automated quality
assessment and pre -
processing of microarray
data.

Automated data pre-processing
saves time, resources and cost
in microarray analysis

Standardized workflows

for reliable and efficient high -
throughput data processing of
growing experimental datasets

Reporting and documentation
to ensure effective project
management and seamless
communication
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Benefit Key Features

Standardization and Powerful algorithms for data quality assessment and normalization
automation of labor -
intensive workflows

Flexible workflow system for data pre -processing

. L Intuitive visualization for ease of use
Savings in time,

resources and cost

High-Quality Results

Refiner Array evaluates microarray data for quality issues, and flags
problematic measurements. Automated diagnosis of data quality,
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The list of quality measures is dynamic and can easily be modified or

[ metic 2 extended. The graphical workflows implemented in Refiner Array
automate and streamline labor -intensive data pre-processing steps.

Reliable Pre -Processing

The system provides a variety of normalization
algorithms and validated condensing methods
to efficiently pre -process and summarize raw
microarray data.

Datais reliably prepared for subsequent
scientifically validated statistical analysis.




