
Table S1: Single and multivariable regression outputs for E.coli gene expression data, aSD binding score (S) and codon usage
bias (N ′

C).

Dataset n R2
SDonly p slope R2
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′
C

Protein abundance (Lu et al. 2007). 424 0.173 2.179e-19 -1.111 0.209 1.441e-23 -4.975 0.266 1.971e-29 -0.713 -3.702
Mean protein abundance (Taniguchi et al. 2011) 1009 0.102 1.675e-25 -1.031 0.172 2.431e-43 -6.335 0.200 5.695e-50 -0.599 -5.223
mean mRNA level (Taniguchi et al. 2011) 825 0.103 2.308e-21 -0.827 0.153 8.828e-32 -4.663 0.183 3.321e-37 -0.495 -3.716
mRNA digital counts (Shiroguchi et al. 2012) 3002 0.071 7.657e-50 -0.595 0.233 2.097e-175 -5.615 0.250 1.805e-188 -0.305 -5.151
Translation efficiency (Li et al. 2014) 2877 0.052 1.427e-35 -0.280 0.094 4.521e-64 -1.908 0.115 3.339e-77 -0.185 -1.629


