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were detected using DNA dye; DAPI (blue channel). 2. Intracellular bacteria detection: 
data related to intensity and area of M. tuberculosis-GFP was measured in the green 
channel. 3. STAT3 nuclear translocation and NO production were determined in the red 
channel. 4. Outputs from 1, 2 and 3 were then combined to split the cell populations, 
infected and non-infected bystander cells, used to quantify the STAT3 nuclear 
translocation or NO production. 5. List of values obtained from the different analysis or 
combination. 
  



 

 

 
Supplementary Figure S3 (related to Figure 2): Early cytokine expression profile in 
H37Rv-infected macrophages 
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Suppleementary FFigure S100 (related tto Figure 55) Image aanalysis of bacteria 

 

area:  



 

(a, b) Representative confocal image of H37Rv-GFP bacteria (left) and corresponding 
bacteria area segmentation (right) using built-in Columbus script method B with on an 
Intensity Spot Threshold of 60 (c) Graphic representing the correlation of fluorescent 
H37Rv-GFP area per well (y-axis) in function of the number of bacteria harvested from 
axenic culture expressed in CFU per well (x-axis). (R² = 0.9883) 
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1. Full-lenggth blots  corresponnding to FFigure 1 
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2. Full-lenggth blots ccorresponnding to Fiigure 2 
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3. Full-lenggth blots ccorresponnding to Fiigure S1 
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4. Blot corrrespondinng to Figure S4 
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5. Full-lenggth blots ccorresponnding to Fi

 

igure S5b 



 

Supplementary Table S1: Table S1-1, Columbus Script for Fig 1b, Table S1-2, 
Columbus Script for Fig 4b, Table S1-3, Acapella Script for Fig 5b 
  
Supplementary Table S2: Table S2-1, Cell-death Pathway Finder, Table S2-2, List of 
genes significantly modulated in both scramble-H37Rv and siSTAT3-H37Rv groups, 
Table S2-3, Variation of cytokine profile in human primary macrophages infected with 
H37Rv for 24h, Table S2-4, Variation of cytokine profile in H37Rv-human primary 
macrophages silenced for STAT3 
  
 


