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Figure S1. Flowchart and timeline for the EDC DNA methylation sub-study. Panel A —
flowchart summarizing the determination of the analytic sample for DNA methylation and time
to proliferative diabetic retinopathy (PDR) in the EDC type 1 diabetes cohort. Panel B — study
timeline. “Baseline” is the participant-specific time point at which the DNA specimen was
collected between 1988-1998.




