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Supplementary Material
Supplementary material is available online at

http://sweet.ua.pt/vera/DNRC%20-Supplementary%20material.html

It includes a zip file with the data-sets of all used features of empirical DNRC distribution for
the complete genome, for all words of length six and seven, as also for all words of length
seven in the repeat-masked genome.

To use this supplementary material, the reader should download the zip file and open the
included Excel file. To see the distribution and R plot of word w, the reader should select the
link with the word name in the corresponding column. To select words according to our
criteria (or another), the reader should activate the Excel filters of the seven DNRC features,
namely: (A) - proportion of distances (d) with fw;w0 (d) = 0; (B) - frequency of the symmetric
words pair in the genome; (C) - j between fw;w0 and the global distribution; (D) - longest run
of significant positive residuals between fw;w0 and the global distribution; (E) - maximum
residual discriminator value (max(R)) of fw;w0 ; (F) - distance with maximal frequency; (G) -
maximum frequency of DNRC distribution.
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