
1 TRIM45

This gene encodes a member of the tripartite motif family. The encoded protein may function as a

transcriptional repressor of the mitogen-activated protein kinase pathway. Alternatively spliced transcript

variants have been described.

The gene was only very low expressed.
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Figure 1: IGV Genome Browser screenshot of gene TRIM45.
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Figure 2: Sashimi plot of gene TRIM45.
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Figure 3: UCSC Genome Browser screenshot of gene TRIM45.
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