1 CT7orf53

*The gene CT7orf53 is weakly expressed throughout human datasets. The highest expression levels were
detected at 23h Ebola infection. Under this conditions, C7orf53 shows expression of intron 3, which
indicates alternative transcript expression. LSMEMI (leucine-rich single-pass membrane protein 1) is a
protein-coding gene.*
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Figure 1: IGV Genome Browser screenshot of gene C7orf53.
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Figure 2: Sashimi plot of gene C7orf53.
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Figure 3: UCSC Genome Browser screenshot of gene C7orf53.
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