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Despite many recent efforts, in silico identification of promoter regions is still in its infancy. Accurate
identification and delineation of promoter regions is important for several reasons, such as improving
genome annotation and devising experiments to study and understand transcriptional regulation. Here, we
present a novel approach that requires no training for predicting promoters in whole genome sequences by
using large-scale structural properties of DNA. We compared our approach to the state-of-the-art in
promoter prediction.
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Structural features of the promoter
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The average base stacking profiles of multiple promoter sequences for The base stacking profile of 2 Mbp of chromosome 21 taken with a
16 organisms. The profile is the average over a large number of window size of 400 bp. Positive strand genes are shown in yellow,
promoters with the TSS on position zero. negative strand genes are shown in blue.
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