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Fig. S1: Quality control and sequencing statistics of scBS-seq data.

a and b Overview of the numbers of each type of human male (a) and female (b)
FGCs and somatic cells analyzed using scBS-seq.

¢ Cell sorting plot of the male mitotic FGCs (C-KIT"9") and the mitotically arrested
FGCs (C-KIT'ow),

d Cell sorting plot of the female meiotic prophase FGCs (IL13RA2*), oogenetic FGCs
(PECAM1") and mitotic FGCs (PECAM1 C-KIT").

e Histograms showing the bisulfite conversion rate of the scBS-seq data. Data are
shown as the mean £+ s.e.m.

f Boxplot showing the read mapping ratio of the scBS-seq data.

g Boxplot of the number of CpG sites covered in each single cell during development
at 1x sequencing depth.

h The global dynamics of the non-CpG DNA methylation levels in different cell types

over time.



