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Figure 2. Number of articles
Figure 1. RegTransBase web site annotated per year.

RegTransBase contains structured information obtained directly from
experiments explained in published literature. Articles contain multiple
experiments.
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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).
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Figure 3. The correlation between an article/experiment and how it appears in RTB. a)An actual article, b) Experiment view, c) Element view, d) Site view, e) Genome view using Gbrowse, f) GraphViz diagram based around the relationship of elements described in literature, g) View of the VISTA
Genome Browser comparing the genomes of multiple species.
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