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Figure S1. The framework of amino acid supply estimation procedure. 
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Figure S2. Positive correlation between amino acid supply and gene expression. 

Amino acid supply significantly correlates with mRNA expression level and protein 

abundance in both E. coli (A and C) and S. cerevisiae (B and D).  

 

 

 

Figure S3. The relationship between ribosome density and translation efficiency. 
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Table S1. Rank-based linear regression models for RD and TE 

 

(A) The rank-based linear regression model for RD in E. coli a 

 Estimate p-value 

Intercept -1.27 3.03e-4 

CAI 2.90 2.2e-16 

AAS 0.32 1.26e-3 

FE 0.04 1.46e-14 

a 
Multiple R = 0.49 and p < 2.2e-16. 

 

(B) The rank-based linear regression model for TE in E. coli b 

 Estimate p-value 

Intercept -226.40 2.2e-16 

RD 27.42 2.2e-16 

CAI 250.84 2.2e-16 

AAS 35.90 1.46e-7 

b
 Multiple R = 0.64 and p < 2.2e-16. 

 

 

(C) The rank-based linear regression model for RD in S. cerevisiae c 

 Estimate p-value 

Intercept -2.03 2.2e-16 

CAI 2.67 2.2e-16 

AAS 0.57 2.2e-16 

c
 Multiple R = 0.57 and p < 2.2e-16. 

 

(D) The rank-based linear regression model for TE in S. cerevisiae d 

 Estimate p-value 

Intercept -38.42 1.35e-8 

RD 17.57 2.2e-16 

CAI 121.03 2.2e-16 

AAS 5.91 4.29e-3 

d
 Multiple R = 0.63 and p < 2.2e-16. 

 

 

 

 

 


