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Supplemental Figure 2. Folding of 3’'UTR and expression level estimates

(A) Base pairs predicted by RNAfold are evenly distributed in the 3’UTRs of 426 genes, unlike the read density
distribution in the 3’'UTR which is 50% higher near the stop (see Figure S3). The mean for each five nucleotides
is shown. (B) The correlation is very poor between the stabilisation of secondary structure in the 3'UTR and the
error read density in the 3’'UTR. Data for UHR is shown. Stabilisation by secondary structure uses predictions by
RNAfold (http://www.tbi.univie.ac.at/~ivo/RNA).



