	Table S2: Comparative results for pseudoknot and splice site identification in 100nt sequences centered at the epigenetic clock CpGs, using Hotknots and Kinefold.

	 
	Total pseudoknots
	Pseudoknots in 3’ SS containing seq detected by ESEfinder (206 3' SS in total)
	Pseudoknots in 5’ SS containing seq detected by ESEfinder (149 5'SS in total)

	Hotknots (amb)+
	137(206)
	79(118)
	61(86) 

	Kinefold RNA+
	265
	153
	118

	Kinefold DNA+
	135
	77
	59

	Hotknot only ambivalent
	69
	39
	25

	Hotknots(+amb)+/Kinefold RNA+
	109(159)
	60(90)
	52(71)

	Hotknots(+amb)+/Kinefold DNA+
	61(83)
	32(42)
	22(33)

	Hotknots only
	47
	19 (hotknots:yes)
	9 (hotknots:yes)

	Kinefold RNA only
	106
	63 (hotknots: no)
	47 (hotknots: no)
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