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Additional File 4. Effectiveness of combining different motif discovery programs. The
output of each motif discovery program, applied to the Sandve et al. (2007) benchmark
data set, was measured using the Nucleotide Correlation Coefficient (nCC) and the
nucleotide sensitivity score (nSn). Shown are scores for the three data sets that
comprise the Sandve data set: (A) synthetic (Algorithm Markov), (B) semi-synthetic
(Algorithm Real), and (C) real promoters (Model Real). Shown are the scores of each
standalone unfiltered program, as well as the scores after combining the outputs of the
three programs with filtering (combined). The error bars represent the 95% mean
confidence interval.
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Additional File 4. Effectiveness of combining different motif discovery programs. The output of each motif discovery program, applied to the Sandve et al. (2007) benchmark data set, was measured using the Nucleotide Correlation Coefficient (nCC) and the nucleotide sensitivity score (nSn). Shown are scores for the three data sets that comprise the Sandve data set: (A) synthetic (Algorithm Markov), (B) semi-synthetic (Algorithm Real), and (C) real promoters (Model Real). Shown are the scores of each standalone unfiltered program, as well as the scores after combining the outputs of the three programs with filtering (combined). The error bars represent the 95% mean confidence interval.  




