SUPPLEMENTARY FIGURES

A HorvathAge

90

70

50

Horvath DNAm Age (years)

30

. r=0.86

20 40 60 80
Chronological Age (years)

C PhenoAge

100 .

75

50

PhenoAge DNAm Age (years)

25

r=0.82

20 40 60 80
Chronological Age (years)

B HannumAge

75

50

Hannum DNAm Age (years)

25

r=0.9

20

D GrimAge

80

GrimAge DNAm Age (years)
D
o

Y
o

20

40 60 80
Chronological Age (years)

r=0.85

20

40 60 80
Chronological Age (years)

Supplementary Figure 1. Correlation between chronological age and DNAm age estimated by four epigenetic clocks.
Scatterplots with Pearson correlation coefficients between chronological age and DNA methylation age estimated by the HorvathAge (A),
HannumAge (B), PhenoAge (C), and GrimAge (D) clocks. DNAmM: DNA methylation; r: Pearson correlation coefficient.
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Supplementary Figure 2. Pearson correlation coefficients for DNA methylation age acceleration metrics estimated by four
epigenetic clocks.
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