Fig. S1: Age EWAS QQ plots (LR method)
Observed –log10(p-values) on the y-axis are plotted against theoretical –log10(p-values) on the x-axis. Upper panels correspond to the discovery data whereas lower panels correspond to the replication data. Autosomal (left panels) and X-chromosomal probes (right panels) were analysed separately.


Fig. S2: Age EWAS QQ plots (MLM method)
Observed –log10(p-values) on the y-axis are plotted against theoretical –log10(p-values) on the x-axis. Upper panels correspond to the discovery data whereas lower panels correspond to the replication data. Autosomal (left panels) and X-chromosomal probes (right panels) were analysed separately.

 
Fig. S3: Sex EWAS QQ plots (Autosomal probes, LR method)
Observed –log10(p-values) on the y-axis are plotted against theoretical –log10(p-values) on the x-axis. Upper panels correspond to the discovery data whereas lower panels correspond to the replication data. 

Fig. S4: Sex EWAS QQ plots (Autosomal probes, MLM method)
Observed –log10(p-values) on the y-axis are plotted against theoretical –log10(p-values) on the x-axis. Upper panels correspond to the discovery data whereas lower panels correspond to the replication data. 

 Fig. S5: Age-by-Sex EWAS QQ plots (LR method)
Observed –log10(p-values) on the y-axis are plotted against theoretical –log10(p-values) on the x-axis. Upper panels correspond to the discovery data whereas lower panels correspond to the replication data. Autosomal (left panels) and X-chromosomal probes (right panels) were analysed separately.

 Fig. S6: Heterogeneity Test p-values vs Age-by-Sex p-values:
Heterogeneity test of p-values for male EWAS of age vs female EWAS of age (x-axes) are plotted against age-by-sex EWAS p-values (y-axes). P-values from the discovery set are presented in the upper panels and the replication set p-values are presented in the lower panels. Autosomal and x-chromosomal probes were analysed separately (left and right panels, respectively).
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[bookmark: _GoBack]Fig. S7: Age-by-Sex EWAS QQ plots (MLM method)
Observed –log10(p-values) on the y-axis are plotted against theoretical –log10(p-values) on the x-axis. Upper panels correspond to the discovery data whereas lower panels correspond to the replication data. Autosomal (left panels) and X-chromosomal probes (right panels) were analysed separately.
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