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Supplemental Figure 1: Characterization of PGCs generated from ESCs. Related to Figure
S.

Average gene expression of DNA methyltransferases from the RNA-Seq. (A) Unsupervised
Hierarchical clustering of all RNA-Seq samples (n=2 biological replicates in technical duplicate).
(B) EGC-4 and EGC-7 refer to the independent EGC line name. The numbers 1 or 2 after the
PGC, iPGC and PGCLC RNA-Seq samples indicate the biological replicate number. Heat map
showing differentially expressed genes and corresponding major clusters. (C) Major gene

ontology groups are shown for each cluster. Green is repressed and red is enriched.

Supplemental Figure 2: Snrpn ICC is erased in iPGCs derived from ESCs. Related to
Figure 6.

Shown are BS-PCR results for Snrpn ICC in iPGCs differentiated from V6.5 ESCs and R1 ESCs
and with four days of culture in 7F medium. Open circles indicate unmethylated CpGs and
closed circles indicate methylated CpGs (n = 1 biological series with >8 independent clones per

time point).
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