1 DOTIL

The DOT1-like histone H3K79 methyltransferase (EC:2.1.1.43) gene is involved in Lysine degradation
and Transcriptional misregulation in cancer. It seems to be slightly upregulated in human during ebola
infection.
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Figure 1: IGV Genome Browser screenshot of gene DOT1L.
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Figure 2: Sashimi plot of gene DOT1L.
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Figure 3: UCSC Genome Browser screenshot of gene DOT1L.
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