
1 IRF1

IRF1 encodes interferon regulatory factor 1, a member of the interferon regulatory transcription factor
(IRF) family. IRF1 serves as an activator of interferons alpha and beta transcription, and in mouse it has
been shown to be required for double-stranded RNA induction of these genes. IRF1 also functions as a
transcription activator of genes induced by interferons alpha, beta, and gamma. Further, IRF1 has been
shown to play roles in regulating apoptosis and tumor-suppressoion.

upregulated in bats after 23 hrs ebola and marburg but same pattern in mock sample
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Figure 3: UCSC Genome Browser screenshot of gene IRF1.
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