Supplementary Table 1. Proteome reconstruction. A) Protein complexes, B) Protein modifications, C) Modified proteins, D) Meta-complexes.

Supplementary Table 2. Functional proteome coverage by mass.

Supplementary Table 3. Coverage of conserved microbial genes and genes essential under all profiled growth conditions. A) Profiling of E. coli chromosome (PEC) database comparison, B) ME-Model versus 206 minimal functions.

Supplementary Table 4. Gene essentiality results. A) Single knockout data and predictions, B) Consistency tables.

Supplementary Table 5. Comparison of methods to predict absolute growth rate. A) Growth data and predictions, B) Growth correlations, C) Substrate uptake and yield.

Supplementary Table 6. Physiological sensitivity analysis. A) Unmodeled protein, B) Median enzyme efficiency.

Supplementary Table 7. Central carbon metabolism fluxes. A) Glucose-limited slow growth, B) Glucose-limited moderate growth, C) Glucose batch culture.

Supplementary Table 8. Gene clusters identified under glucose limitation. A) Strictly nutrient-limited regime, B) Janusian transition regime.

Supplementary Table 9. Metabolic reactions and metabolites. A) Metabolic reactions, B) New metabolites, C) New reactions, D) Reactions updated with genetic substrates, E) Deleted reactions.

Supplementary Table 10. Metabolic reaction enzymes.
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