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For further information on how to interpret these results please access http://meme-suite.org/.

To get a copy of the MEME software please access http://meme-suite.org.

If you use DREME in your research please cite the following paper:
Timothy L. Bailey, "DREME: Motif discovery in transcription factor ChIP-seq data", Bioinformatics, 27(12):1653-1659, 2011. [full
text]
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INPUTS & SETTINGS
Sequences
Source Alphabet Sequence Count
./seqs-centered DNA 5920
Control Sequences
Source Sequence Count
./segs-shuffled 5920
Background
Name Bg. Bg. Name
Adenine 0.258 A ~ T 0.259 Thymine
Cytosine 0.241 C ~ 0.242 Guanine

Other Settings
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Strand Handling Both the given and reverse complement strands are processed
# REs to Generalize 100
Shuffle Seed 1
E-value Threshold 0.05
Max Motif Count No maximum motif count.
Max Run Time 5304 seconds.

Previous Top

DREME version
5.0.5 (Release date: Mon Mar 18 20:12:19 2019 -0700)

Reference
Timothy L. Bailey, "DREME: Motif discovery in transcription factor ChIP-seq data", Bioinformatics, 27(12):1653-1659, 2011. [full

text]

Command line
dreme -verbosity 1 —oc dreme_out -png —dna -p ./seqs—-centered -n ./seqs-shuffled -t 5304 —e 0. 05
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