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MRPL22 ATP6V0E1

RETAINED PROTEIN DOMAINS
reading frame unclear

ATP synthase subunit H 
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BRK domain

Helicase conserved C−terminal domain

SNF2−related domain

Chromo (CHRromatin Organisation MOdifier) domain
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Helicase conserved C−terminal domain

DEAD/DEAH box helicase
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WD domain, G−beta repeat

P53 tetramerisation motif

P53 DNA−binding domain
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RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Anticodon binding domain
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Domain of unknown function (DUF4594)
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