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Figure S3
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Figure S4
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Figure S5

A

WT NR
WT CR
isw2A NR

isw2A CR

WT CR

isw2A NR S

sw2a o= (A it ool

AYT? R

"
WETG) @ 7 e
'Y
isw2A NR

~
isw2A CR



Figure S6

A 1.0E+09

cells/mL

1.0E+08 -

1.0E+07 -

1.0E+06

B

=fi=tlc1A

=0—tlc1A isw2A

cells/mL

35 55
Population Doublings

3 400

75

1.0E+09

1.0E+08

1.0E+07

1.0E+06

s WV

=0—tlc1A isw2A

35

55 75
Population Doublings

0 1400 1500

E

Relative mRNA Expression

Relative mRNA Expression

=
o

O R, N WMol o N OO

4.5

1 - Human BAZ1A

2 — Mouse BAZ1A

100% similar
80-100% similar

[
3— Worm ATHP-2 4~ Fly ACF1 L] sim
5 _ Yeast Itcl ] 60-80% similar
[ 1 <60% similar
. ENT m#34279 m#34282
i
* *
= | i .
il * il =l
o N N Q N 2 N N N
O Q N N Q 3 Q & R
N 2 < S @ Q © N
) &)
ENT m#34279 m#34282
T
*
X *
* 5 *






