1 NUP93

The nucleoporin 93kDa is involved in RNA transport. It does not present any particular diffential expres-

sion pattern in the analyzed samples.
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Figure 1: IGV Genome Browser screenshot of gene NUP93.
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Figure 2: Sashimi plot of gene NUP93.
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Figure 3: UCSC Genome Browser screenshot of gene NUP93.
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