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Supplementary Figures  

 

Supplementary Figure 1 - Differentially expressed genes in monocyte-derived macrophage at 3 hours after treatment with Escherichia coli, 

which are known to be affected by lipopolysaccharide. Over-expression in high responder group (or under-expression in low responder group) is 

represented by the density of red and under-expression in high responder group (or over-expression in low responder group) is represented by 

green. Orange lines represent activation; blue represents inhibition, yellow represents inconsistent prediction. 

 



 

 

 

Supplementary Figure 2 – Overview of diseases and biological functions that are predicted to be associated with high responder group based on 

differentially expressed genes at 3 hours time point. The size of each square represents the -log10 of the predicted function/disease (all 

predicted functions/diseases are under 0.05 FRD p-value). The density of orange represent the activation z-score and blue represents the 

inhibition z-score, white represents the z score of zero and grey represent no prediction value. Four sides of squares with absolute z-sore of 

greater than two are highlighted in green.   



 

Supplementary Figure 3 – Overview of diseases and biological functions that are predicted to be associated with high responder group based on 

differentially expressed genes at 18 hours time point. The size of each square represents the -log10 of the predicted function/disease (all 

predicted functions/diseases are under 0.05 FRD p-value). The density of orange represent the activation z-score and blue represents the 

inhibition z-score, white represents z score of zero and grey represent no prediction value. Four sides of squares with absolute z-sore of greater 

than two are highlighted in green.   



 

Supplementary Figure 4 – “Cell-to-Cell Signaling and Interaction” category of diseases and biological functions that are predicted to be 

associated with high responder group based on differentially expressed genes at 3 hours time point. The size of each square represents the -

log10 of the predicted function/disease (all predicted functions/diseases are under 0.05 FRD p-value). The density of orange represent the 

activation z-score and blue represents the inhibition z-score, white represents z score of zero. Four sides of squares with absolute z-sore of 

greater than 2 are highlighted in green.   

 



 

 

Supplementary Figure 5 – “Cell-to-Cell Signaling and Interaction” category of diseases and biological functions that are predicted to be 

associated with high responder group based on differentially expressed genes at 3 hours time point. The size of each square represents the -

log10 of the predicted function/disease (all predicted functions/diseases are under 0.05 FRD p-value). The density of orange represent the 

activation z-score, and blue represents the inhibition z-score, white represents z score of zero. Four sides of squares with absolute z-sore of 

greater than two are highlighted in green. 



 

Supplementary Figure 6 – “Inflammatory Response” category of diseases and biological functions that are predicted to be associated with high 

responder group based on differentially expressed genes at 3 hours time point. The size of each square represents the -log10 of the predicted 

function/disease (all predicted functions/diseases are under 0.05 FRD p-value). The density of orange represent the activation z-score, and blue 

represents the inhibition z-score, white represents z score of zero. Four sides of squares with absolute z-sore of greater than two are highlighted 

in green. 



 

Supplementary Figure 7 – “Inflammatory Response” category of diseases and biological functions that are predicted to be associated with high 

responder group based on differentially expressed genes at 18 hours time point. The size of each square represents the -log10 of the predicted 

function/disease (all predicted functions/diseases are under 0.05 FRD p-value). The density of orange represent the activation z-score, and blue 

represents the inhibition z-score, white represents the z score of zero. Four sides of squares with absolute z-sore of greater than two are 

highlighted in green. 


