1 RAB14

RAB14 belongs to the large RAB family of low molecular mass GTPases that are involved in intracellular
membrane trafficking. These proteins act as molecular switches that flip between an inactive GDP-bound
state and an active GTP-bound state in which they recruit downstream effector proteins onto membranes.

*RABI14 is highly expressed in both human and in the bat homolog. There is a slight down-regulation
in human infected cells after 23 h of Ebola and Marburg infection.*
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Figure 1: IGV Genome Browser screenshot of gene RAB14.
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Figure 2: Sashimi plot of gene RAB14.
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Figure 3:

UCSC Genome Browser screenshot of gene RAB14.
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