Additional file 1 – Overall cross-correlation between dinucleotide step parameters for all steps comprising of canonical WC basepairs.

For free-RNA dataset (N=797): correlation coefficient (r) values ≥ 0.15 are significant at 99.9 % confidence level. For bound-RNA dataset (N=2531): correlation coefficients (r) values ≥ 0.10 are significant at 99.9 % confidence level. For ADNA dataset (N=195): correlation coefficients (r) values ≥ 0.32 are significant at 99.9 %. For BDNA dataset (N=212): correlation coefficients (r) values ≥ 0.23 are significant at 99.9 % confidence level. ‘r’ values significant at 99.9% level, in each dataset, are shown in bold. (DOCX format)
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