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Puc. 9. PacnipenieneHnie 3MUreHETHUECKUX MapKePOB B 00IACTH aKIENTOPHBIX CAHTOB CIUTaHCHHTA:
Can3'ss — KAHOHUYECKUN aKUENTOPHBIH CAalT CIUIAlCHHTa;
Alt3'ss — anpTepHATUBHBIN aKIENTOPHBIHN CAlT CIUIaliCHHTa;
* — pa3nuuMs B 3HAYCHUAX 0 YKa3aHHOMY Mapkepy IocToBepHsI npu p < 0,001

Fig. 9. Distribution of epigenetic markers in the area of splicing acceptor 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



