Supplementary Materials to the manuscript 'Some statistical properties of regulatory DNA sequences, and their use in predicting regulatory regions in the Drosophila genome: the fluffy-tail test.' Irina Abnizova, Klaudia Walter, Rene te Boekhorst and Walter R. Gilks

Consistence of Fluffiness for different word length: visualization.

On the Figures S5-S9 below one can see the separation of regulatory DNA (green) from exons (cyan) and non-coding and non regulatory (magenta) for different word length m=3,5,7,9,12 and corresponding mismatches mim=0,1,2,3,4
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Figure  S5: Separation of regulatory DNA (green) from other types of DNA for (m.mim)=(3,0). X axis shows the value F, y axis shows the number of sequences with this F for exons (cyan), NCNR(magenta) and regulatory (green) DNA.
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Figure  S6: Separation of regulatory DNA (green) from other types of DNA for (m.mim)=(5,1). X axis shows the value F, Y axis shows the number of sequences with this F for exons (cyan), NCNR(magenta) and regulatory (green) DNA.
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Figure  S7: Separation of regulatory DNA (green) from other types of DNA for (m.mim)=(7,2). X axis shows the value F, Y axis shows the number of sequences with this F for exons (cyan), NCNR(magenta) and regulatory (green) DNA.
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Figure  S8: Separation of regulatory DNA (green) from other types of DNA for (m.mim)=(9,3). X axis shows the value F, Y axis shows the number of sequences with this F for exons (cyan), NCNR(magenta) and regulatory (green) DNA.
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Figure  S9: Separation of regulatory DNA (green) from other types of DNA for (m.mim)=(12,4). X axis shows the value F, Y axis shows the number of sequences with this F for exons (cyan), NCNR(magenta) and regulatory (green) DNA.

