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_— - Analysis of microaray, proteomics, ChIP-seq/ChIP-
ExPIl ain chip data.

- Promoter analysis and identification of transcription
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; - Identification of key regulators — potential
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Data loading Workflows Results

Gene set
Load a gene set, pure list or a table with expression values assigned.

Full expression data with calculated Fold-Change
-! I Load a full gene expression data file for one comparative study with pre-computed fold changes and

p-values. Sets of up-, down- and non-changed genes will be automatically created.
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Workflow [Help]

Use workflow mode to quickly analyze your data set.
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ExPlain™: Gene Expression Analysis
System:

- Analysis of microaray, proteomics,
ChIP-seq/ChIP-chip data.

- Promoter analysis and identification of
transcription factors acting together to
affect gene expression.

- Identification of key regulators —
potential therapeutic targets.

- Biomarker analysis.
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Predefined data sets

ExPlain provides a number of predefined gene sets, such
as Human, Mouse, and Rat promoters and housekeeping
genes, as well as one human sample gene set. Some of
them are loaded automatically, others can be imported on
demand.
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ExPlain™: Gene Expression Analysis
System:

- Analysis of microaray, proteomics,
ChIP-seq/ChIP-chip data.

- Promater analysis and identification
of transcription factors acting together
to affect gene expression.

- Identification of key requlators —
potential therapeutic targets.

- Biomarker analysis.
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Predefined data sets

ExPlain provides a number of predefined gene sets, such
as Human, Mouse, and Rat promoters and housekeeping
genes, as well as one human sample gene set. Some of
them are loaded automatically, others can be imported on

demand.
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ExPlain™: Gene Expression Analysis
System:

- Analysis of microaray, proteomics,
ChiP-seq/ChIP-chip data.

- Promoter analysis and identification
of transcription factors acting together
to affect gene expression.

- Identification of key regulators —
potential therapeutic targets.

- Biomarker analysis.
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Predefined data sets

ExPlain provides a number of predefined gene sets, such
as Human, Mouse, and Rat promoters and housekeeping
genes, as well as one human sample gene set. Some of
them are loaded automatically, others can be imported on
demand.



