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Supplementary Figure 1. Predicted accessibility, distribution and position-specific 

nucleotide frequencies for the 7mers. (A) Distribution of predicted accessibilities of a 13nt 

long oligonucleotide at the position of the 7mer degenerate subsequence in each of the 

16382 different reporter mRNAs. For comparison, random regions of the same size as the 

reporter mRNA was chosen among 16382 different randomly selected mRNAs, and the 

accessibly calculated (see supplementary methods) for the central 13 nts corresponding to 

the same position as in the reporter mRNA. (B) Distribution of 7mer abundances (RMR) (C) 

The nucleotide frequencies at each of the seven positions in the 7mer, for low- (0 to 5 RMR), 

medium- (5 to 50 RMR), and high-abundance (50 to 455 RMR) 7mers. 
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Supplementary Figure 2. Association between changes in mRNA reporter abundance and 

binding affinity or predicted accessibility. For oligonucleotide A, correlation between mRNA 

reporter fold-change and (A) binding score, (B) free energy of binding, or (C) predicted 

accessibility. Similarly for oligonucleotide B, correlation between mRNA reporter fold-change 

and (D) binding score, (E) free energy of binding, or (F) predicted accessibility. The 

correlation is quantified by the Pearson's correlation coefficient, r, its significance P. 

 

 

Supplementary Methods 

Accessibility was calculated in a sliding window approach across the mRNA reporter 

(window size 80nt), where base pairing within the window was restricted to a maximum 

distance of 40nt, as implemented in RNAplfold algorithm (Tafer et al., 2008). The 

accessibility of the 13nt region centered on the 7nt degenerate subsequence is the log-base-

2 summed up probability of being single-stranded across all windows. 
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