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Supplementary Figure S1. Physical and chemical features of quantified and unquantified proteins in E. coli.
(A-D) are distributions of protein isoelectric point, instability, protein length, and hydrophobicity. Instability tests a
protein for stability, which value above 40 means the protein has a short half-life [1]. The Kolmogorov—Smirnov
test (KS-test) was used to test the distribution between quantified and unquantified proteins. Significance different
were found between quantified and unquantified proteins indicated different physical-chemical characterizations of
them.

[1]. Guruprasad, K., B.V. Reddy and M.W. Pandit, Correlation between stability of a protein and its dipeptide
composition: a novel approach for predicting in vivo stability of a protein from its primary sequence. Protein Eng,
1990. 4(2): p. 155-61.
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Supplementary Fig. S2: CV within operons of measured data and randomized negative control at RNA level.
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Supplementary Figure S3. Length- and functional-dependence of operon-wise stoichiometry control compare
to randomized data. (A-E) Distribution among “Complex”, “Complex_random”, “Pathway” and
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“Pathway random” groups in BW25113. (F-J) Distribution among “Complex”, “Complex_random”, “Pathway”,
“Pathway random” groups in MG1655. In most cases, the CV in “Complex” and “Pathway” groups were lower
than corresponding “Complex_random” and “Pathway random” groups in both strains, indicating real robust
signals but not statistical artefacts in operons present in E. coli.
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Supplementary Figure S4: Length dependence of the stoichiometry control at RNA and protein levels. Same
figure in MG1655 strain, comparable to the Figure 4A.
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Supplementary Figure S5: Distribution of protein half-life CV in “complex” and “pathway” operons.
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Supplementary Figure S6: Pathways in Figure 5.

7-keto-8-amino-pelargonic acid

7,8-diamino-pelargonic acid

pyruvate

su fate
¢ cpsD+ops M

APS
cps’

PAPS

Supplementary Material

O-fructuronate
uxuB

D-mannonate

¢ LxuA

2-dehydro
-3-deoxy-D-
gluconate

S-phospho-f-
D-ribo sylamine

¢ purD

AR

¢ paT

FGAR

¢ purk
F5AM

¢ el

AlR

¢ ek
AMNE-CAIR

S4A|CAR
¢ purE
AlCAR
¢ mrH
FAICAR

¢ purH

(WP



Supplementary data| The relationship of submitted raw data

Relationship of submitted raw data

Spectrum library files for MG1655 Spectrum library files for BW25113 FASTA files
3 process replicates 3 process replicates GCF_000005845.2_ASM584v2_IRT.fasta
20180222_ZJ_DDA_MG1655_1_library.raw 20170616ZJ_KUl.raw
20180222_ZJ_DDA_MG1655_2_library.raw 20170616ZJ _KU2.raw
20180222_ZJ_DDA_MG1655_3_library.raw 20170616ZT _KU3.raw
| |

DIA raw files for MG1655 \ ‘ DIA raw files for BW25113
2 biological replicates 2 biological replicates
20180222_ZJ_DIA_MG1655_1.raw 20170616ZJ_BW25113_1.raw

| 20180222_ZJ_DIA_MG1655_2.raw 20170616ZJ_BW25113_2.raw

Result Files: ‘ Result Files:

Result file with relex criteria result file with relex criteria

20170616ZJ _KU_pepé.msf 20180222_ZJ_DDA_MG1655_pep6_oldlib.msf
Result file with stringent criteria Result file with stringent criteria

20170616ZJ _KU_pep7 .msf 20180222_ZJ_DDA_MG1655_pep7_oldlib.msf




