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Puc. 8. Pacipenenenue SNMreHEeTHYECKUX MapKepOB B 00JIACTH JTOHOPHBIX CAWTOB CILIAlCHHTA:
Can3’ss — KAHOHMYECKUI aKIEITOPHBIA CalT CIUTaiCHHTA;
Alt3'ss — anpTepHATUBHBIH aKLENTOPHBII CAlT CIUTACHHTa;
* — pa3nu4Ms B 3HAYEHHSIX 110 YKa3aHHOMY MapKepy JocToBepHs! 1pu p < 0,001

Fig. 8. Distribution of epigenetic markers in the field of splice donor sites:
Can3'ss is the canonical acceptor splice site; Alt3'ss is the alternative acceptor site splicing;
* — difference in value for the specified mark is significant at p < 0.001



