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Each experiment contains multiple elements that make up that experiment.
Elements themselves can have a hierarchical relationship (operons->genes).
Elements may be linked to other elements (sites are linked to regulators).

We provide the tools to view this experiment, and then
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* obtain a global view of the genomic region
* view features/elements in that region

* list effectors that act on these elements e -
* Provide tools for the comparisons between species.
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In addition to publication data, RTB provides its users with a growing collection of curated binding site
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Prediction and Comparison
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*Compare the predicted binding sites across genomes for a set of matrices.

Show results centered on: Igene R
Remove results which are not conserved in at Ieastlz ~| genomes

These tools allow a person to be guided through a semi- Display Format: [mm ]
automated process which will highlight conserved transcription Sort by: | Combined score and conservation rank |
factor binding sites.

Figure 5. The process for comparing hits of a particular motif against multiple genomes is shown here. a) A predefined alignment is chosen to create a position weight
matrix from (custom alignment option is available also), b) Genomes to compare are selected, c) Results will be filtered by the options given, d) The result is a table with
rows being orthologus genes, and hits specified within each row. For each orthologus row, additional analysis tools may be accessed, such as graphical alignments,
sequence logos, text alignments, phylogenetic trees and the ability to view the alignment in the feature rich application JalView.



