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Allele 1

ATRX KO1, K562

Allele 2

tcttttttagATAAAATCAGTGGTTCTGGAAGTAACTCTGATATGATGGAAAACAGCAAGGAAGAGgtaaggataa

tcttttttagATAAAATCAGTGGTTCTGGAAGT------------------AACAGCAAGGAAGAGgtaaggataa

tcttttttagATAAAATCAGTGGTTCTGGAAGTAACTCTGAT-TGATGGAAAACAGCAAGGAAGAGgtaaggataa

18 bp deletion, in
frame fusion

1 bp deletion, frameshift,
early stop codon
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early stop codon
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WT

Allele 1

Z274 KO, K562

Allele 2

CTCACACTGAACCAGGAGGTGGCTGGTCCCCGGAATGCCCAGATCCAGGCCCTATATGCTGAAGATGGAAGCC

CTCACACTGAACCAGGAGGTGGCTGGTCCCCG-----CCCAGATCCAGGCCCTATATGCTGAAGATGGAAGCC

CTCACACTGAACCAGGAGGTGGCTGGTCCCCGTTGAATGCCCAGATCCAGGCCCTATATGCTGAAGATGGAAGCC

5 bp deletion, frameshift,
early stop codon

2 bp insertion, frameshift,
early stop codon

WT

Allele 1

Z274/ATRX KO, K562

Allele 2

CTCACACTGAACCAGGAGGTGGCTGGTCCCCGGAATGCCCAGATCCAGGCCCTATATGCTGAAGATGGAAGCC

CTCACACTGAACCAGGAGGTGGCTGGTCCCCGGA-TGCCCAGATCCAGGCCCTATATGCTGAAGATGGAAGCC

CTCACACTGAACCAGGAGGTGGCTGGTCCCCGGA-TGCCCAGATCCAGGCCCTATATGCTGAAGATGGAAGCC

1 bp deletion, frameshift,
early stop codon

1 bp deletion, frameshift,
early stop codon

ZNF274 Exon 2

ZNF274 Exon 2
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