1 ITGA2B

The integrin, alpha 2b (platelet glycoprotein IIb of IIb/IIIa complex, antigen CD41) gene is involved in
the Rapl and PI3K-Akt signaling pathway, Focal adhesion, ECM-receptor interaction, Platelet activation,
Hematopoietic cell lineage, Regulation of actin cytoskeleton, Pathways in cancer, Small cell lung cancer
and cardiomyopathy. It was not observed expression of this gene in the samples analyzed.
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Figure 1: IGV Genome Browser screenshot of gene ITGA2B.
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Figure 2: Sashimi plot of gene ITGA2B.
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UCSC Genome Browser screenshot of gene ITGA2B.
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