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Figure S1. The DLKI-DIO3 locus was more susceptible to hypermethylation than

others in hESC and iPSC lines.



(A) The IG-DMR and MEG3 DMR of the DLKI-DIO3 imprinted locus were two of

the first DMRs to be abnormally hypermethylated in NTU1 hESCs subjected to

prolonged culture (hypermethylated in the examined hESC samples of P64) in

comparison with the 79 DMR of the /IGF2-H19 imprinted locus and with the PEG10

DMR and KvDMR from the other two imprinted loci that were differentially

methylated in the NTUI hESCs. P denotes passage numbers. Closed circles represent

methylated CpG sites, and open circles represent unmethylated CpG sites. Blue lines

between two sets of methylation patterns separate independent bisulfite-sequencing

reactions. For identical sequences that cannot be excluded as clonal amplification, we

show only one clone and indicate the number of repeats as “x N”.

(B) The MEG3 DMR of the DLKI-DIO3 imprinted locus was more susceptible to

hypermethylation in a cultured H9 hESC line and in two hiPSC lines in comparison to

the H/9 DMR, which was previously thought to be highly susceptible to

hypermethylation in cultured pluripotent stem cells. iPS-1 was reprogrammed from

granulosa cells, and i1PS-2 was reprogrammed from foreskin fibroblasts. Closed

circles represent methylated CpG sites, and open circles represent unmethylated CpG

sites. Dotted lines between two sets of methylation patterns separate independent



bisulfite-sequencing reactions. For identical sequences that cannot be excluded as

clonal amplification, we show only one clone and indicate the number of repeats as “x

N”.



