
 
 

 The following translational parameters were attributed to the yeast genes (for derivation, see the Materials and Methods): L, 

length of the transcript coding sequence (CDS) in codons; x, absolute number of transcripts in a yeast cell; B, total amount of 

protein molecules produced from transcripts of particular type; g, ribosome density in number of ribosomes attached to a 

transcript per 100 codons; w, the absolute number of ribosomes on a transcript; T, total time of translation of one protein 

molecule from a given transcript; I, total time required for translation initiation; E, total time required for translation elongation; 

mean E, mean time required for elongation of one codon of a transcript; P, translation initiation frequency; Pz, relative rate of 

binding of free ribosomes to the 5’ end of a transcript, proportional to the concentration of the transcript; Ps, relative rate of 

successful accomplishments of initiation once the ribosomemRNA complex is formed (the obtained values of the parameter 

Ps ranged from 3.4e-4 to 65.9. For clarity, we decided to normalise them by the maximal reported value of Ps obtained for 

the gene YLL040C. The normalised values of Ps range from 0 to 1 and allow more intuitive comparison); h, estimated half-life of 

a transcript; and m, estimated mean lifetime of a transcript. Parameters T, I, E, mean E, h, and m are given in SI units. 


