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Supplemental Figure S4: Paired box plots show the distribution of the
observed codon bias (red) and expected codon bias (cyan)

for each species across the Green Algal Phylogeny. Codon bias is

estimated in terms effective numbers of codons (ENC). This plot shows

that observed ENC is lower than the expected ENC across all

the species in the green algal phylogeny and suggests the influence

translational selection in driving the codon bias.



