Genome wide correlation of ChlP-seq profiles in K562
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ATRX Exon 3

WT tcttttttagATAAAATCAGTGGTTCTGGAAGTAACTCTGATATGATGGAAAACAGCAAGGAAGAGgtaaggataa

Allele 1 tcttttttagATAAAATCAGTGGTTCTGGAAGT - -~ - ----nmmmmmo- AACAGCAAGGAAGAGE taaggataa ]jrgrt;z?ue;%fn, in

1 bp deletion, frameshift,

Allele 2 tcttttttagATAAAATCAGTGGTTCTGGAAGTAACTCTGAT-TGATGGAAAACAGCAAGGAAGAGgtaaggataa early stop codon

ATRX KO2, K562
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ATRX Exon 4

WT tcacatctagGGAACTAGCTCTTCAGAAAAATCCAAGTCTTCAGGATCGTCACGATCAAAGAGgttggttgatg

7 bp deletion, frameshift,

Allele 1 tcacatctagGGAACTAGCTCTTCAGAAAAATCCA------- AGGATCGTCACGATCAAAGAGgttggttgatg early stop codon

Allele 2 £CacatctagGGAACTAGCTCTTCA oo - mm e GATCAAAGAGgttggttgatg 28 bp deletion, frameshift
early stop codon
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Comet assay in K562
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ZNF expression levels in K562

H3K36me3 in K562

0.008

— (N
o OO
> X X
H N
- VI 7ANZ
T — 856N
| 1684NZ
— 0/ ANZ
el 00/3NZ
 795INZ
R 775N
4B 6254NZ
el 0 S4NZ
B \vvaNZ
E 897ANZ
ey | 9TANZ
"R 0814NZ
N~ © O I MO AN — O
© O O O O O o o
S &8 S S S S 9§
o O O O o o o o
uoissaidxa aAleay
— (N
~n OO
> X X
H B
g 7V raANZ
§ 85€4NZ
| 1684NZ
. — 1 C/INZ
- Emy 00/4NZ
— 795INZ
ey 77SANZ
S 67SANZ
e 0VSANZ
e | 7VANZ
 — 897ANZ
e (9TINZ
ey 0813NZ

JUBWIYDLIUS BAIR|eY

Class Il

Class |

Class Il

Class |

TRIM28 in K562

o

ZNF274 in K562

o
AN

o
™

mV2
m KO1
KO2

Ii v Ly4ANZ
i 8GE4INZ

" e 1684NZ
|l 1Z/ANZ
e 00/4NZ
e VOGANZ
| —7VSANZ
Ul 62G4NZ
ey 01GANZ

| e L YYANZ
e 897ANZ
e /9ZANZ
 — 08}INZ

o0 O 0 O I N O
— —

1 1 1
JUBWIYOLIUS BANE|Y

N
O

IKO1

N
>
[

Ii yLyANZ
Ii 8GE4ANZ

o 1684NZ
S 1Z/ANZ
g 0024NZ
S 7954NZ
N 7YGANZ
i 62S4NZ
e 01GHINZ
e L 77ANZ
e 897ANZ
R /9TAN7
e 08)ANZ
o o

n o o o
AN N - <

JUSWIYDLIUS BANe|oY

Class Il

Class |

Class Il

Class |

SETDB1 in K562

LL

4
<~

AN
-—

9 ¢
[ |

"4 PLPANZ
"4 85€4NZ
T 1684NZ
e 12L4ANZ
i 00£4NZ
M ¥9GdANZ
A PPSANZ
A 62GANZ
S s 0LGANZ
T e WWPANZ
e 89TANZ
T e L924NZ
e 08LdANZ

o o ©O© < N O
—

JUBWIYDLIUS BAIR|eY

Class Il

Class |



Valle-Garcia, et al., Supp. Fig. S8
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Z274 KO, K562

. rm

M ZNF274 Exon 2

WT CTCACACTGAACCAGGAGGTGGCTGGTCCCCGGAATGCCCAGATCCAGGCCCTATATGCTGAAGATGGAAGCC

5 bp deletion, frameshift,

Allele 1 CTCACACTGAACCAGGAGGTGGCTGGTCCCCG----- CCCAGATCCAGGCCCTATATGCTGAAGATGGAAGCC early stop codon

2 bp insertion, frameshift,

Allele 2 CTCACACTGAACCAGGAGGTGGCTGGTCCCCGTTGAATGCCCAGATCCAGGCCCTATATGCTGAAGATGGAAGCC
early stop codon

Z274/ATRX KO, K562

e — — {IIHI']

M ZNF274 Exon 2

WT CTCACACTGAACCAGGAGGTGGCTGGTCCCCGGAATGCCCAGATCCAGGCCCTATATGCTGAAGATGGAAGCC

Allele 1 CTCACACTGAACCAGGAGGTGGCTGGTCCCCGGA-TGCCCAGATCCAGGCCCTATATGCTGAAGATGGAAGCC 1 bp deletion, frameshitt,
early stop codon
1 bp deletion, frameshift,

Allele 2 CTCACACTGAACCAGGAGGTGGCTGGTCCCCGGA-TGCCCAGATCCAGGCCCTATATGCTGAAGATGGAAGCC early stop codon
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