
Overlap of predictors between different age clocks and MinLinMo

Lasso/Elastic Net based epigenetic age clock min penalty and MinLinMo
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Overlap between Horvath2 Pan-Tissue clock and MinLinMo
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Overlap between Horvath3 Skin and Blood clock and MinLinMo
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Overlap of predictors between different gestational age clocks and 
MinMoLin

Elastic Net based epigenetic age clock min penalty and MinLinMo
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Elastic Net based epigenetic age clock 1se penalty and MinLinMo
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Overlap between Knight1 clock and MinLinMo
None

Overlap between Bohlin2 ultra-sound clock and MinLinMo
None

Overlap between Bohlin2 last menstruation period (LMP) clock and MinLinMo
"cg04347477" "cg07749613" "cg18183624"

Overlap between Haftorn3 EPIC clock and MinLinMo
"cg04347477" "cg11387576" "cg12434132" "cg25975961" "cg07749613"

"cg21180953" "cg18183624" "cg16364693" "cg22324029" "cg21048168"

Overlap between Haftorn3 450K clock and MinLinMo
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Overlap between Haftorn3 Embryo Transfer Date (ETD) clock and MinLinMo
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Stability selection clock5 and MinLinMo
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Overlap of CpGs between birth weight predictors

Overlap between Elastic Net min based birth weight predictor and MinLinMo
"GA"         "cg16775629" "cg00654448" "cg17375724" "cg11605821"

Overlap between Elastic Net 1se based birth weight predictor and MinLinMo
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Overlap between Engel1 et al birth weight EWAS and MinLinMo
None

Overlap between Küpers2 et al et al birth weight Meta-EWAS and MinLinMo
"cg00654448" "cg01301319" "cg10453071"
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