
1 DDIT4

Homo sapiens DNA-damage-inducible transcript 4. The human transcript is upregulated in later time

points in mock infected and Marburg virus infected data but not in Ebola.
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Figure 1: IGV Genome Browser screenshot of gene DDIT4.
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Figure 2: Sashimi plot of gene DDIT4.
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Figure 3: UCSC Genome Browser screenshot of gene DDIT4.
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