Supplementary file 6. Master regulator analysis of the transcription factors associated with differences between activated genes in response to TNF stimulation in B6 and B6.Sst1S BMDMs.

Master regulator analysis was performed using Virtual Inference of Protein Activity by Enriched Regulon Analysis (VIPER) algorithm, the mice macrophage gene regulatory network and log2 transformed FPKM values of genes from gene ontology category GO: 0006979. The table shows the identified list of transcription factors associated with differences between activated genes in response to TNF stimulation in B6.Sst1S vs B6 BMDMs.
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TFs t p.value
Nfe2l1 12.34 0.000248
Atf5 9.49 0.000688
E2f3 4.82 0.00855
E2f6 -10.51  0.000463
Zfp523 -10.76  0.000423
Zfp623 -12.46  0.000239
Zkscan8 -13.39  0.00018
Zfp568 -16.23  8.44E-05
Zfp251 -58.59  5.08E-07




