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Supplementary Figure S1. Nucleotide composition of the 5’-UTR sequences sorted by translation 
efficiency shown as sequence logo [1]. (a-h) Bins from 1 to 8, ordered by increase in translation effi-
ciency. The sequences are aligned by their 3’-edge (ATG start codon). Height of a letter represents 
an occurrence of particular nucleotide at particular position of the 5’-UTR.  
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Supplementary Figure S2. Comparison of translation efficiencies observed by Flow-seq and those 
obtained by ribosome profiling. (a) Bins sorted by translation efficiency are marked below the bars. 
Y-axis corresponds to the translation efficiency determined by ribosome profiling in [2]. (b) The 
same as (a) for the ribosome profiling described in [3]. Quartile ranges are shown as solid bars (25% 
to 50%)  
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