o
o 02 oo =
L
ge gy Sl Siee
EZRIN T XD @
Too T8 Db
2oy = 2
T Ty g8
SON1 3dS N 9NL 3dS SOHL 3dS 9ONL 3dS
—
EINL 3dS -~ GONL 3dS o~ GONL 3dS m CINL 3dS
il
- N1 3dS .|_.u ¥ONL 3dS m ¥ONL 3dS m ¥ONL 3dS
Hu EINL 3dS o) £INL 3dS - £INL 3dS O £INL 3dS
o CERHEESIES, 00 LNLdS Hu ZOHL 3dS c ZNL3dS
[(h)
M IJNL 3dS W IINL 3dS V“_n LDNL 3dS m LJNL 3dS
o LON 1dS = 1OH 3dS T 1DH 3dS O 1DH 3dS
C 283 uewny m 153 uewny G J§3 uewny m J%3 uewny
T |0nuod [euo|d) C |onuod [euo|) —_ |onu0d jeUO[) S |00 [eUO|D)
jol [ol o
g g g
S = O =
o o o
o] o
e &8 B2 Ha
wE W R 0y
T =l 22 b=t
s TE s T3
—
9ONL 3dS TINL IS 9ONL 3dS 9ONL 3dS
SINL 1dS N ARLADS CINL 1dS CINL 1dS
o 1) —
Hine FIHL 3dS -— TONLAdS R FINL 3dS % FINL 3dS
il
<8 £IHL 3dS ulvu. QRLAdS L EDINL 3dS L EDINL 3dS
-
+ ZINL 2dS .”_W. EINL AdS |wn ZINLIdS JH ZINLIdS
o
= IDNL 3dS - LINL 3dS +H LONL 3dS +H LDHL 3dS
m LN 3dS m LON 3dS = LN 3dS - LN 3dS
m 7§37 uewny C 753 uewny % BN % -
T 101}U0D [RUOL) T LA LA o s, 101U 0D [RUD]|D) — J01}U0D [RUO])

400bp

300bp

200bp
400bp
300bp
200bp
B



Supplementary information, Figure S12 Six iPSC lines we derived from PB MNCs lack any detectable
somatic mutations associated with committed T cells and B cells.

(A) Four sets of PCR primers were used to detect the presence of T cell receptor (TCR) VDJ re-arrangements
at TCR beta (TCRB) and TCR gamma (TCRG) loci. Genomic DNA from a clonal human T cell line is provided
as a positive control, while a human ESC line (H1) serves as a negative control. Equal amounts of genomic
DNA isolated from 6 iPSC lines established from the donor SCD003 PB MNC-derived erythroblasts (SPE)
were used. None of these SPE iPSCs showed any positive signal of TCR rearrangements. (B) Three sets of
PCR primers were used to detect any evidence of IGH re-arrangements occurring in committed B cells. A
clonal control was included as a positive control. None of six SPE iPSCs showed any positive signal of IGH re-
arrangement, nor did the human ESCs. (C) Quality controls of genomic DNA isolated from human ESCs and
the six iPSCs. Mixed primers can readily amplify various genomic regions by PCR and generate multiple

products from 100 bp to 550 bp.



