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Overview 
The contents of the Supplemental Materials include a figure illustrating the organization 

of DNA tetramer sequences used in this work (Figure S1); a table listing all protein-DNA 
structures collected for this study (Table S1); tables with the counts, twist, and volume features 
of the 10 unique DNA with respect to year (Table S2) and resolution (Table S3); tables with the 
counts, twist, and volume features of all 136 unique tetramers and their associated dimers for the 
entire dataset (Table S4) and for all structures at 3.0-Å or better resolution (Table S5); a table 
detailing sequence acronyms used in the text and the previously-reported ratios of apparent to 
real chain length (Table S6). All tables can be found in the accompanying .xls spreadsheet 
document with each table in a separate worksheet. 
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Figure S1. Organization of DNA tetramer sequences used in the current work. Entries above the 
diagonal, depicted in black font, correspond to the 136 unique tetramers, and those below the 
diagonal, shown in white font, to the complementary sequences. Data are organized such that 
purine-purine steps lie at the top left of the grid (blue), purine-pyrimidine steps at the lower left 
(green), pyrimidine-purine steps at the top right (gold), and pyrimidine-pyrimidine steps at the 
lower right (blue). Labels along the vertical axis, corresponding to the first two bases, are 
combined with those along the top horizontal axis, corresponding to the last two base pairs, to 
generate the listed sequences. 
 
 


