1 RBX1

This locus encodes a RING finger-like domain-containing protein. The encoded protein interacts with
cullin proteins and likely plays a role in ubiquitination processes necessary for cell cycle progression. This
protein may also affect protein turnover. Related pseudogenes exist on chromosomes 2 and 5.

This gene is not significantly differentially expressed in all probes.
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Figure 1: IGV Genome Browser screenshot of gene RBX1.
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Figure 2: Sashimi plot of gene RBX1.
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Figure 3: UCSC Genome Browser screenshot of gene RBX1.
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