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Suppl. File 1.  Estimated proportions of NeuN(+) and NeuN(-) nuclei in the FACS-separated neuronal nuclear preparations from the current study.  Algorithm from [1] and NeuN(+) and NeuN(-) reference data from [2] (see [3] for details) were employed.  For comparison, HM450K DNA methylation data for 6 NeuN(-) (glial) specimens from [4] were included.  Red circles—NeuN(+) FACS-separated preparations from the current study; blue circles—NeuN(-) preparations from [4].  The results demonstrate high purity of the neuronal nuclear preparations from the current study.
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