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Figure S1. Gene expression patterns in fibroblasts and their pluripotent counterparts (WT and TS
fibroblasts, and WT and TS-iPSCs). (A) Pairwise comparison of global gene expression in fibroblasts and

reprogrammed iPSCs. (B) XIST expression levels in WT and TS fibroblasts, and WT and TS-iPSCs.
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Figure S2. Expression patterns of X-linked genes in iPSCs (WT male, WT female and TS-iPSCs). (A)
Expression criteria identified 44 escape genes in iPSC lines. (B) Escape genes differentially expressed between WT
male and TS iPSCs (green circle) and WT female and TS iPSCs (pink circle). The shared region of the two circles
indicates escape genes with differential expression in both WT male and WT female iPSCs compared with TS

iPSCs.



