
1 TTC22

This gene encodes a protein with seven tetratricopeptide (TPR) repeats. Tetratricopeptide repeat contain-
ing motifs are found in a variety of proteins and may mediate protein-protein interactions and chaperone
activity. Alternatively spliced transcript variants have been found for this gene.

Weak expression in human under all investigated conditions but no homolog was found in bat.
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Figure 1: IGV Genome Browser screenshot of gene TTC22.
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Figure 2: Sashimi plot of gene TTC22.
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Figure 3: UCSC Genome Browser screenshot of gene TTC22.
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