


Supplementary Data 1: List of stoichiometric and kinetic parameters obtained in this study.
The Ensembl transcript ID, gene name, ORF length (codon), absolute ribosome number on the ORF for each replicate and the mean, Mahalanobis distance of ribosome numbers in replicates [log2], distance between ribosomes (nt), translation initiation (s/event), half-life (h), translation round before transcript decay (event), and the presence or absence of the uORF or TOP motif are listed for each transcript.

Supplementary Data 2: List of transcripts found in cluster analysis of skin cells.
The Ensembl transcript ID, the gene name, and the cluster number are listed for each transcript (Supplementary Fig. 8f).

Supplementary Data 3: List of transcripts found in cluster analysis of aged mouse brains.
The Ensembl transcript ID, the gene name, and the cluster number are listed for each transcript (Fig. 6g and Supplementary Fig. 9e).

Supplementary Data 4: List of deep sequencing data used in this study.
Each data set is listed with library name, treatment, species name,	cell line or strain name, rRNA depletion method, Ribo-Calibration application, replicate number, data type, RNase type, RNA-Seq kit name, input amount, reference, accession number, and sequencer.




