1 YTHDC1

Function unknown related to splicing factors. Differential expression for Ebola infected cells. Differential

alternative splicing expression
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Figure 1: IGV Genome Browser screenshot of gene YTHDCI.
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Figure 2: Sashimi plot of gene YTHDCI.
E g
113
[0-249) b n il y o i Wk PR | haw i HUHT-Mock-3h.tophat.sorjgd.bam
13 190—"
147
[0-427) N " . . i N - / Laab ‘ HUH7-Mock-7h.tophat sorfgd.bam
\Sy=,
[0-482) - . ) _ ) “ L A Laud | HUH7-Mock-23h.tophat.sqrted.bam
<207 392
10- 3001 . " . . N m A~ 27—y | HUH7-EBOV-3h.tophat.sorggd.bam
123
f0-768) ~ . 5 . \ “ A —n— e HUH7-EBOV-7h.tophat.sorged.bam
53
359
10-1220] ks . N N e N 0 L 10— aa i HUH7-EBOV-23h.tophat sqrted.bam
611
10-474] v . B , L . | HUH77MARV73h.(Ophat.SDI“;d bam
10-653] ~ . . N " n ;. i HUH7-MARV-7h.tophat.sorted.bam
10-428] HUH7-MARV-23h.tophat.sorted.bam
69175836 69189233 69202631 69216029

Figure 3: Sashimi plot of gene YTHDCI.
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Figure 4: UCSC Genome Browser screenshot of gene YTHDCI1.
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