1 HGS

The protein encoded by this gene regulates endosomal sorting and plays a critical role in the recycling and

degradation of membrane receptors.

The encoded protein sorts monoubiquitinated membrane proteins

into the multivesicular body, targeting these proteins for lysosome-dependent degradation.
The gene is not differential expressed.
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Figure 1: IGV Genome Browser screenshot of gene HGS.
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Figure 2: Sashimi plot of gene HGS.
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Figure 3: UCSC Genome Browser screenshot of gene HGS.
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