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The codon adaptation index [1] is a measure of the translation efficiency of a given mRNA. Here we
use our quantity Ωµ (the likelihood that a given codon will become queue causing) to calculate a similar
index, the queueing likelihood index (QLI) which we define

QLI =

(
L∏

i=1

Ωi

)1/L

, (1)

i.e., the geometric mean of the Ωµ value for each codon on an mRNA. This gives an indication of the
likelihood that queues will form on a given mRNA due to changes in supply or demand - i.e. it is also
a measure of “translatability”. We compare values of this index with the CAI for all mRNAs in the
yeast genome. We note that the Pearson correlation coefficient for the two values is -0.808. This value is
negative since a large value of the QLI indicates a high likelihood of queueing and therefore low translation
efficiency.

Figure 1: Plot comparing CAI (calculated as in [1]) and QLI for all mRNAs in the yeast genome.
Abundances of mRNAs and tRNAs used to calculate Ωµ values are from [2] and [3] respectively.
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