Proximity-based cis-regulatory Module Detection

using Constraint Programming for ltemset Mining
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Mining Constraints, on a set of motifs:
(constraint - Proximity: only the motifs' hits that bind in each
programming; others proximity are considered,
- Coverage: a sequence Is covered if the motifs
Y satisfy the proximity constraint on it,
Ranking - Frequency: the motifs have to cover a sufficient
[(p-vaIUE) j number of sequences,
- Redundancy: if two related motif-sets have the
> ;: gm same frequency, remove the smaller one.
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T |~ D, O Principled and flexible approach.
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S Competitive or better
predictive performance.
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g\__\\::?* M T Future work:
e st - Add more constraints (overlap, priors, ...)

- Other data sources (ChipSeq, ...)
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