Figure S1




Figure S2

DAPI FITC Rho-Red MERGE

Oct4

SSEA-3

AP




Figure S3

DAPI

Rho-Red

MERGE

TUJ1

MF20

AFP




Figure S4

50

Il BNA Pol Il
40 E Suzi2
S
o 301
C
>
3
(D 20’
wn
|_
10
O i

MGC RefSeq Ensembl UCSC  Hinv



Figure S5

WCE IP WCE IP WCE IP WCE IP WCE IP WCE IP WCE IP WCE IP

bp ~ — [— — — — [— —
300
200
100

WCE IP WCE IP WCE IP WCE IP WCE IP WCE IP WCE IP WCE IP
bp ~ [~ — — — — —
300
200
100

WCE IP WCE IP WCE IP WCE IP WCE IP WCE IP WCE IP WCE IP

WCE IP WCE IP WCE IP WCE IP WCE IP WCE IP WCE IP WCE IP

1.0

ool

0.6

0.4

True positives

0.2

00 02 04 06 08 1.0

False positives



Figure S6
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Figure S8
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Figure S10
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