1 ZNF445

May be involved in transcriptional regulation (uniprot).
*The gene is downregulated to half the level 23 h after infection with Ebola virus in human and only
slightly downregulated in bat 23 h after infection.*
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Figure 1: IGV Genome Browser screenshot of gene ZNF445.
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Figure 2: Sashimi plot of gene ZNF445.
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Figure 3: UCSC Genome Browser screenshot of gene ZNF445.
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