>FTL_0881	
ttagattttaacaaacataaaacaaataatagtaaattaaggagaaaaaaatgaaaaag
>FTL_0603	
tggaaataaagtatttgttgctcttgaacttgaaaagataagttagaaaaatgagcctt
>FTL_0287	
aatataaacatatacaattgtaaatataaagttttaaaatagttgttttcatgagttat
>FTL_0097	
ttatactagtttgttaaaataaaattacaaactccttaagaggatttagtatgtcactt
>FTL_0587	
acaccaatgtaatttataattgtagctattctaagaatattattaatgttatgaagttt
>FTL_1480	
aatataaaattgctagcagcgttattattataaatacatagtggcataccttgattctt
>FTL_0499	
gctttttgactagaaaaaagtctaagtgcgccccaaataggagatgaaaaatgatcatt
>FTL_1216	
aatttgtgccatttttgtaaaaaagtaaattagtactaagaaaatataatatgtatcaa
>FTL_0122	
tgtaacagcaagtataaaaggttctacagcaacaatggttggataataatatgaataat
>FTL_0737	
aactttccgcggtaattactgcgcaactagtaactaaataggaactctaaatgaacatc
>FTL_0701	
gtattaatcatttagtatgtttgttatcatctaataatttcttggtaaaaatgtacagg
>FTL_0124	
agaatcaaaattcttacaagtattaggatggcaaaaacaaggagaagtcaatgtacaat
>FTL_1486	
ataaatcaactatattttttataattaccgcaaaaaatattttctaaagcatgataaaa
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Nothing significant was found.
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A set of 13 DNA sequences, all 59 in length,.

A 0-order background model generated from the supplied sequences.
Classic: optimizes the E-value of the motif information content

Zero or one occurrence (of a contributing motif site) per sequence.
Searching for 5 motifs.

Between 4 wide and 50 wide (inclusive).

Motif sites will only be considered if they are on the given strand.




