1 AKT1

The serine-threonine protein kinase encoded by the AKT1 gene is catalytically inactive in serum-starved
primary and immortalized fibroblasts. AKT1 and the related AKT2 are activated by platelet-derived
growth factor. The activation is rapid and specific, and it is abrogated by mutations in the pleckstrin
homology domain of AKT1. It was shown that the activation occurs through phosphatidylinositol 3-
kinase. In the developing nervous system AKT is a critical mediator of growth factor-induced neuronal
survival. Survival factors can suppress apoptosis in a transcription-independent manner by activating the
serine/threonine kinase AKT1, which then phosphorylates and inactivates components of the apoptotic
machinery. Mutations in this gene have been associated with the Proteus syndrome.

*In human the gene expression levels are similar in all time points in absence and presence of Ebola.
In bat the gene is downregulated after 7h in both conditions, after 23 h the gene is upregulated in Ebola
infected sample.*
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Figure 1: IGV Genome Browser screenshot of gene AKT1.
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Figure 2: Sashimi plot of gene AKT1.
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Figure 3: UCSC Genome

Browser screenshot of gene AKT1.
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