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BENEFIT

» Quickly access detailed reports

+ Predict transcription factor binding sites

+ Build custom transcription regulatory networks

Predict eukaryotic transcription factor binding
sites
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Key features
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« Use TRANSFAC’s positional weight matrices
+ Perform automatized analysis of the MATCH
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Positional weight matrices (PWMs)
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Promoter reports
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Pathway visualization tool
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Gene set analysis / single gene analysis
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Site analysis
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Advanced promoter analysis
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