1 DENNDS5A

Guanine nucleotide exchange factor (GEF) which may activate RAB6A and RAB39A and/or RAB39B.
Promotes the exchange of GDP to GTP, converting inactive GDP-bound Rab proteins into their active
GTP-bound form.

Its expression is modulated in human cells at 23 h after Ebola infection. Interestingly, in bat this effect
can be seen due to Marburg infection.
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Figure 1: IGV Genome Browser screenshot of gene DENNDB5A.
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Figure 2: Sashimi plot of gene DENND5A.
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Figure 3: UCSC Genome Browser screenshot of gene DENND5A.
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