1 ZAK

Stress-activated component of a protein kinase signal transduction cascade. Alternative splicing for treat-

ments. Expression varies between infected vs non infected.
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Figure 1: IGV Genome Browser screenshot of gene ZAK.
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Figure 2: Sashimi plot of gene ZAK.
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Figure 3: Sashimi plot of

gene ZAK.
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Figure 4: Sashimi plot of gene ZAK.
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Figure 5: UCSC Genome Browser screenshot of gene ZAK.
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