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CBA3b peHoTUNa ¢ reHoTUNOM MOXXHO NpeacTaBnsATb B BUAE naHawadgTa npmucrnocodbieHHOCTU -- MOBEPXHOCTU B MHOTOMEPHOM MPOCTPaHCTBE
reHoTunoB. CBoONCTBa faHawadToB NprUcnocobneHHOCTH elle cnabo naydeHosl. Mbl nccrneayem HeKoTopble cBomncTBa anga Tpex 6enkos (RRM
domain, Ubiquitination factor Ubed4b, WW domain) n asyx PHK (snoRNA n apruHnHosoun tRNA).
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