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Fig. S4: The sequencing statistics and DNA methylation levels deduced from the
scCOOL-seq data.

a and b Overview of the number of male (a) and female (b) FGCs at different phases
and somatic cells analyzed using scCOOL-seq, in vitro culture samples were not
included.

¢ Boxplot showing the read mapping ratio of the scCOOL-seq data.

d and e Boxplots of the number of GCH sites d and WCG sites e covered in a single
cell during development at a 1x sequencing depth.

f The DNA methylation level estimated based on a 1x sequencing depth of WCG

methylation level in the scCOOL-seq data.



