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Table 9. Top motifs identified by MDscan after masking simple repeats

2 Motifs identified by Gibbs Motif Sampler

We use Gibbs Motif Sampler to identify overrepresented motifs in the foreground without a background. The
version we used was 2.04.014 (Dec 1 2003), and we set the expected number of motif elements to 40, and
requested 10 motifs, each of width 10. We used 20 seeds, and set the flag for using the nucleic acid alphabet.

Gibbs Motif Sampler identified a richer set of motifs than MDscan, and did not suffer from the problem
of being confused by simple repeats. However, the Gibbs Motif Sampler did not identify any of the major
motifs associated with the tissues. Gibbs Motif Sampler did not identify motifs that are similar to known
HNF1 motifs in either of the liver promoter sets, nor did it identify motifs similar to known SRF or MEF-
2 motifs in either of the muscle sets. Both DME and MDscan were able to identify some of these. This
performance by Gibbs Motif Sampler, along with the extremely poor performance on simulated data sets (see
the paper) suggests that these may essentially be random and not representative of any strong motifs in the
data.
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