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Aging of blood can be tracked by DNA methylation changes

at just three CpG sites
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Gene Sequence Methylation level %
CpG1 ASPA CCCTGTTCTCTGAATCTCAGCGCCATTCTCTAGCCAATGCTT
CpG2 1ITGA28 TGCCTACGTGTGTTAGCCCACGCGGCCAGCCTGAGGAGTCAG [ ]
CpG3  PDE4C GGTTGCC GCTTCGGGGCTCTGGTCATGCTGT 66 [~ |
(Gaeame)
predicted age:
GarArows)
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http://www.molcell.rwth-aachen.de/epigenetic-
aging-signature/
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