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Figure S1: Sequencing data exhibit a good correlation between biological replicates.
Correlation of the RNA-seq and Ribo-seq data of two biological replicates from induced and non-

induced cells expressing either LacZ or LacZ-PK. R?, Pearson correlation coefficient.
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Figure S2: Comparison of ribosome protected fragments (RPFs) mapping to first and second

half of each coding region. Each point represents a coding region. First 51 bp and last 9 bp not
included in the calculation. R?, Pearson correlation coefficient.



Table S1: Measurements of cellular parameters

Start of induction

End of induction?

Measurement LacZ PK-LacZ LacZ PK-LacZ
Doubling time (minutes) 85 85 —b —b

Cell count 1.6 x 10° 1.6 x 10° 1.6 x 10° 1.6 x 10°
Protein mass (grams/cell) 413x10™ | 410x10™ | 4.70x10™" | 430x 107"
Mass of LacZ/PK-LacZ as total of cell - - 14% 5.8%

a. Induction of constructs lasted 10 min for LacZ and 15 min for PK-LacZ before samples were taken.
b. No measurable growth during the induction period.




Table S2: Sequencing and read mapping statistics

Mo M| S| et
mRNA®

PK-LacZ RNA-seq non-induced R#1 | 66086771 | ‘ol 00y | G | 0 hen
PK-LacZ RNA-seq non-induced R#2 39198111 1(2g29597°2§) 1(‘?723720/55 1(2‘91_97951% )9
PK-LacZ RNA-seq induced  R#1 | 70004102 | Zaotoins | (000N | QATEReS
PK-LacZ RNA-seq induced  R#2 | estaetsz| 2. [070% | (79I | ST
PK-LacZ  Ribo-seq non-induced R#1 | 59384989 | ‘(20°000) | Ooqron | (s savy
PK-LacZ Ribo-seq non-induced R#2 | 62798001 | G325t | obren | (aoo0%)
PK-LacZ Ribo-seq induced Rl | sesestaz | 2 2000 | 0TS | Z00TOY
PK-LacZ Ribo-seq induced R#2 54581989 2(gé493;§,2)3 ?2219‘1:,2)9 3(%%9(? ? ;)7
lacZ  RNAseq non-nduced R#1 | 1e2see7as | (7500 | TIRT | SRR
lacZ  RNA-seq non-nduced R#2 | 53735584 | 2opo | (oot | 41000
lacZ  RNAseq induced  R#1 | 100867334 | ‘1o9n. | OFOUN | GESRY
lacZ  RNAseq induced  R#2 | 52249590 | Z200uy | chain | uteceons
lacZ  Ribo-seq non-induced R#1 | 183013690 | ' arr | (boook | (o5 .00%)
lacZ  Riboseq non-induced R#2 | 53330842 | .o | (0TRT | AR0TE00
lacZ  Riboseq induced Rl | 180707063 | 'gooon 0 | (AL | TISSN
lacZz  Riboseq induced Rz | 4ts703s3| A0UN | (ST | D2

a. Biological replicates are denoted “R#1” and “R#2” and “induced” relates to presence of IPTG (1 mM).
b. Reads aligning to more than one sequence including tRNA and rRNA were excluded from the data.
c. Sequencing reads were mapped to the genome of E. coli K-12 MG1655 strain.




