
1 ITCH

This gene encodes a member of the Nedd4 family of HECT domain E3 ubiquitin ligases. HECT domain

E3 ubiquitin ligases transfer ubiquitin from E2 ubiquitin-conjugating enzymes to protein substrates, thus

targeting specific proteins for lysosomal degradation. The encoded protein plays a role in multiple cellular

processes including erythroid and lymphoid cell differentiation and the regulation of immune responses.

Expression in human is increased upon early Ebola infection.
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Figure 3: UCSC Genome Browser screenshot of gene ITCH.

4


	ITCH

