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Score Expect Method Identities Positives Gaps
167 bits(422) 7e-55 Compositional matrix adjust. 95/291(33%) 150/291(51%) 42/291(14%)
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List of domain hits .
Name  Accession Description Interval E-value
] UPF0029  pfam01205 Uncharacterized protein family UPF0029; 137247 6 42e-36
I+ RWD smart00591 domain in RING finger and WD repeat containing proteins and DEXDc-like helicases subfamily 10-102 7.62e-21
[ RWD pfam05773 RWD domain; This domain was identified in WD40 repeat proteins and Ring finger domain proteins. ... 2-99 7.88e-18

[+ YIH1 COG1739 Putative translation regulator, IMPACT (imprinted ancient) protein family [General function 138-236 2 08e-07



