1 AP2A1

This gene encodes the alpha 1 adaptin subunit of the adaptor protein 2 (AP-2) complex found in clathrin
coated vesicles. The AP-2 complex is a heterotetramer consisting of two large adaptins (alpha or beta),

a medium adaptin (mu), and a small adaptin (sigma).

The complex is part of the protein coat on the

cytoplasmic face of coated vesicles which links clathrin to receptors in vesicles. Expression in humans is
up in EBOV 23 and down in MARV23. The central exons appear to be the reason for the upregulation.
The bat homolog shows only slight variations.
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Figure 1: IGV Genome Browser screenshot of gene AP2A1.
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Figure 2:

Sashimi plot of gene AP2A1.
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Figure 3: UCSC Genome Browser screenshot of gene AP2A1.
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