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Figure S6: Correlation between CUE and maximum growth rate of taxa across the four substrates and
three temperatures assayed. PGLS slopes are drawn, with numbers on each panel denoting the slope and its
significance (** P < 0.01;* P < 0.05; . P < 0.1
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 ρ = 0.38.ρ = 0.73 *** ρ = 0.52*
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Figure S7: Correlations between CUE and codon bias (as per (41)) for bacterial isolates grown on glucose.
Spearman correlation coe�cients (not corrected for phylogenetic correlation) are included, along with the
p-value (*** P < 0.001;* P < 0.05; . P < 0.1
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