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Figure S3. Aging clocks reveal a rejuvenation event during early embryogenesis. (A) Multi-tissue
and blood rDNA clocks applied to five datasets spanning the first 8 days of mouse embryogenesis (Table
1, datasets 1-5). Predicted epigenetic age is displayed (no rescaling is applied). For each plot, we indicate
the number of clock CpG sites that were covered in the application dataset (‘overlap’). Blue lines indicate
the mean of each groups; p-value of two-sided t-test compares the mean of the two groups. (B) Blood
rDNA methylation clock applied to the same five datasets. (C) Application of four genome-wide
epigenetic aging clocks to dataset 1. (D) Application of four genome-wide epigenetic aging clocks to

dataset 5.
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Figure S4. Aging clocks reveal a rejuvenation event during early embryogenesis. (A) - (D), The same

Epigenetic age of

analysis as shown in fig. S3, but separated by sample type (instead of embryonic day)

gametes and adult samples (heart, brain and liver) are also displayed.
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Figure S5. Ribosomal DNA methylation is associated with age in different tissues of C57BL/6J

mice. Spearman’s rank correlation coefficients with age (Rho) for CpGs sites of the rDNA sequence

Significant correlations after Bonferroni correction (p <= 0.05 / n) are indicated by orange color.
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Figure S6. Average methylation level of CpG sites of mouse ribosomal DNA measured in different

datasets. (A) Samples are separated by embryonic day. (B) Samples are separated by type.
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