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Summary
With high throughput sequencing it is possible to identify at the
genomic scale the transcription start sites (TSSs) and transcrip-
tion units (TUs) in bacterial genomes. Due to the biological and
data complexity, these analyses are challenging and require the
development of custom algorithms. Critical steps involve 1) max-
imizing the number of reads that can be used without introduc-
ing false alignments, 2) removing biological noise: random tran-
scription and degradation products, 3) identifying the TSSs, 4)
visualizing global TSSs patterns, and 5) identifying TUs. Con-
densing the analyses tools into a Bioconductor package will
guarantee the reproducibility of the work. The methods have
been developed with data from Escherichia coli and Geobacter
sulfurreducens.
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Conclusions
These preliminary analyses will lead to the improvement of the
accuracy of promoter prediction, operon structure and regulato-
ry networks and support a new understanding from a genome
perspective of the complex regulatory network that governs tran-
scription and regulation in bacterial genomes such as E. coli and
G. sulfurreducens.
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