20
group
8
5 ® control day 0
s o ® fragile_xday 0
R, control day 13
o
A ® fragile_xday 13
& e o eolex &y
1 control day 23
® fragile xday 23
-20
°
L]
20 0 20

PC1: 44% variance

oo+ [ st co [
06400 50406 1es07 6 400000 800000 1200000 1600000
Number of reads Number of reads
I owauaity reacs [l too many N reats [ uicuey mapped [l unmappe — I
B rotimepes [ tooston reass [l womapped oter B
Supplementary Figure S1. Identification of non-human RNA in two of the
samples. (A) PCA of 13 and 23 DIV samples. Samples suspected of including
impure cell population are marked in red. (B) Breakdown of sequencing reads
by quality and alignment metrics. (C) The taxonomic classification of reads
that were not mapped to the reference genome. Including reads omitted due
to non-unique alignment.
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Supplementary Figure S2. Characterization of FX-hESC line (A) Analysis of the
CGG repeat size by PCR-based repeat-number assay of three different FX-hESC
lines used in Fig. 1A. (B) Expression of pluripotent genes (OCT4 and TRA-1-60;
green) in Lis-FX11. Cell nuclei were stained blue by DAPI. Scale bar: 100 um.



