
 

 

S5 Fig. Transcription factor analysis.  

Overrepresented transcription factor binding sites from deferentially expressed genes identified as co-

regulated in the samples from patients with TB or RA versus controls are represented using the 

Transcription factor exploration module in Networkanalyst. JASPAR and ENCODE databases were 

implemented to scan all the core vertebrate TF binding profiles to identify the TFBS.  

 


