Supplementary Table 1 — Comparison between DRIMUST and three other tools on various DNA and RNA examples

To evaluate the performance of DRIMust in comparison to other state-of-the-art methods we ran DRIMust on 24 examples generated from high
throughput binding experiments on 10 transcription factors and 14 RNA-binding proteins and compared the results to those obtained by using four other
methods: the standard MEME program, the DREME program, XXmotif and SCOPE. Almost all the input examples comprised ranked lists, except for
p53 which comprised target and background sets. Since MEME, DREME, XXmotif and SCOPE expect a target set as input, we converted the ranked
lists into target sets by taking the top 100 sequences in the case of MEME (restricted by MEME’s limitation of 60,000 characters) and the top 20%

sequences for the other tools.
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