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Figure S1. TF targets analysis of DEGs in MX1-OE and EGR1 binding motif in AP-1 promoter region. (A) The top 22 transcription factors targets for DEGs in MX1-OE from ENCODE ChIP-seq library. (B) The network of top 22 transcription factors targets for DEGs. (C) EGR1 motif from ENCODE ChIP-seq library (Matrix ID: MA0162.2). (D) EGR1 binding peaks in the promoter region of AP-1 TFs from CistromeDB (No:46169). (E) EGR1 binding motif analysis through JASPAR prediction.
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