
1 ZNF503

May function as a transcriptional repressor.

*In human only ebola infected sample between 7 h and 23 h is up-regulated. In bat this gene shows

complex expression patterns.*
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Figure 1: IGV Genome Browser screenshot of gene ZNF503.
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Figure 2: Sashimi plot of gene ZNF503.
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Figure 3: UCSC Genome Browser screenshot of gene ZNF503.
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