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Oligosaccharyltransferase subunit Ribophorin II

AAA+ lid domain

ATPase family associated with various cellular activities (AAA)
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Putative zinc finger in N−recognin (UBR box)

Deubiquitinating enzyme MINDY−3/4, conserved domain
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Discordant mates = 0
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E3 ubiquitin−protein ligase UBR4
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