Supplementary information
Supplementary file 1. Table of datasets used in the study with summarizing statistics.
Supplementary file 2. Figure of the set of CpG sites considered in the study. Probes were initially filtered to only include ones that overlap between the three methylation platforms (27K, 450K, EPIC). 336 of the original covariates of the Horvath pan-tissue epigenetic clock were among these selected overlapping probes and 17 of them were missing from EPIC array datasets. Overlapping probes were further filtered based on whether they were usually missing in samples of multiple studies (see Materials and methods section). The final set of probes used for model training contained 21,255 CpG sites, 308 of which was also among the covariates of the original Horvath pan-tissue epigenetic clock. All new models presented in the study were trained and tested on this probeset. On the other hand, the “original H (336)” model was tested on all the 336 clock CpGs that were among the overlapping probes.
Supplementary file 3. Table of model coefficients for all tested models.
Supplementary file 4. An example R pipeline of predicting DNAm age with different models on a dataset downloaded from GEO.
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