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Supplementary Figure S1. Infection of BMDMs and J774 with M. tuberculosis. Cells (5x106) 

were infected with live M. tuberculosis at an MOI of 5. CFUs were plated from lysed 

macrophages at 4 and 24 hpi. No significant differences were detected in the bacterial load 

in the two types of cells. 
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Supplementary Figure S2. Global expression profiles of macrophages during M. tuberculosis 

infection. PCA was conducted to evaluate the relationship between samples across time 

points for BMDMs and J774 cells. Each dot represents an experimental sample. Colours 

indicate sample type (shown in colour key). B: BMDMs, J: J774, U: Uninfected, I: γ-Irradiated 

M. tuberculosis-stimulated, L: Live M. tuberculosis-infected, 4: 4 hpi, 24: 24 hpi. 



Supplementary Figure S3. TREM-1 signalling pathway. a) The TREM-1 signalling pathway is represented with gene expression (Log2FC) values 

of BMDMs infected with M. tuberculosis versus the uninfected controls overlaid. The colour intensity corresponds to the level of upregulation 

(red) or downregulation (green). Genes coloured in grey were not significantly differentially expressed or did not pass the |Log2FC|>1 cut-off. 

b) Heat map showing the gene expression values (Log2FC) for all the genes of the TREM-1 signalling pathway in BMDMs and J774 infected with 

live M. tuberculosis at 4 and 24 hpi. The network and heat map were generated through the use of QIAGEN’s Ingenuity® Pathway Analysis 

(IPA®, QIAGEN Redwood City, www.qiagen.com/ingenuity). 
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Supplementary Figure S4. Libraries alignment statistics. “Unmapped” refers to reads that 

did not map to the mouse genome. “Uniquely mapped”, refers to reads that mapped to a 

unique site in the genome, whereas “mapped” refers to reads that mapped to multiple loci. 

B: BMDMs, J: J774, U: Uninfected, I: γ-Irradiated M. tuberculosis-stimulated, L: Live M. 

tuberculosis-infected, 4: 4 hpi, 24: 24 hpi. 

 

 

 



Supplementary Figure S5. Libraries mapping statistics. The percentage of reads mapped to 

exons (including mitochondrial DNA), introns, intergenic regions and rRNA is shown. B: 

BMDMs, J: J774, U: Uninfected I: γ-Irradiated M. tuberculosis-stimulated, L: Live M. 

tuberculosis-infected,4: 4 hpi, 24: 24 hpi.  

 


