
1 DOT1L

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.

NM_032482.2

hg19.apg.02410.g�

hsa.blast.hg19.apg.02410.�ltere

d.g�

[0 - 156]
HUH7-MARV-23h.tophat.sorted.bam 

Coverage

HUH7-MARV-23h.tophat.sorted.bam

[0 - 235]
HUH7-MARV-7h.tophat.sorted.bam C

overage

HUH7-MARV-7h.tophat.sorted.bam

[0 - 163]
HUH7-MARV-3h.tophat.sorted.bam C

overage

HUH7-MARV-3h.tophat.sorted.bam

[0 - 405]
HUH7-EBOV-23h.tophat.sorted.bam 

Coverage

HUH7-EBOV-23h.tophat.sorted.bam

[0 - 203]
HUH7-EBOV-7h.tophat.sorted.bam C

overage

HUH7-EBOV-7h.tophat.sorted.bam

[0 - 122]
HUH7-EBOV-3h.tophat.sorted.bam C

overage

HUH7-EBOV-3h.tophat.sorted.bam

[0 - 159]
HUH7-Mock-23h.tophat.sorted.bam

Coverage

HUH7-Mock-23h.tophat.sorted.bam

[0 - 154]
HUH7-Mock-7h.tophat.sorted.bam C

overage

HUH7-Mock-7h.tophat.sorted.bam

[0 - 115]
HUH7-Mock-3h.tophat.sorted.bam C

overage

HUH7-Mock-3h.tophat.sorted.bam

2,160 kb 2,170 kb 2,180 kb 2,190 kb 2,200 kb 2,210 kb 2,220 kb 2,230 kb

73 kb

chr19

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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