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reads 3851: G 2292 (60%), A 1559 (40%) 

reads 2627: G 1478 (56%), A 1149 (44%)

reads 3016: G 1534 (51%), A 1482 (49%) 

reads 571: G 537 (94%), A 34 (6%)

MCF7 parental
read coverage

[0 - 3822]

ESR1

[0 - 4742]

[0 - 3347]

MCF7 parental
bam coverage

[0 - 680]

152,098,940 bp

chr6:152,098,929-152,098,990 bp

63 bp

MCF7 LTED
bam coverage

MCF7 LTED 
GLYATL1 KO1
bam coverage

MCF7 LTED
GLYATL1 KO2
bam coverage

Sequence
RefSeq select
NM_001385572.1

152,098,950 bp 152,098,960 bp 152,098,970 bp 152,098,980 bp
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