Supp. Table S6. Predicted motifs found in 3° UTRs of hCLE-CBD bound RNAs.
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Supp. Table S6. Predicted motifs found in 3° UTRs of hCLE-CBD bound RNAs.

Table showing 3’ UTR motifs detected in RNAs enriched in hCLE-CBD with a fold
change >1.5, rated according to P-value signification. Second column shows a graphic
representation of motive consensus according to nucleotide probability matrix. “%
Targets” and “% Background” shows percentage of 3’UTR of our targets mRNAs or
total 3’UTR population from ENSEMBL database, respectively. “Best Match/Detail”
shows other mRNAs from different organisms that presents motifs similar to those
selected. The platform used for this analysis was HOMER, by the application of the
prediction algorithm “findMotifs” in default parameters.



