1 UTRN

The utrophin gene is involved in protein kinase, actin, vinculin, integrin, calcium and zinc ions binding,
aging, muscle cell differentiation, regulation of cellular response to growth factor stimulus. It may play a
role in anchoring the cytoskeleton to the plasma membrane.

No particular differential expression pattern was found in the samples analyzed.
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Figure 1: IGV Genome Browser screenshot, of gene UTRN.

Figure 2: Sashimi plot of gene UTRN.
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Figure 3: UCSC Genome Browser screenshot of gene UTRN.
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