
ReferenceG C A G T C A T C T T A G T C A T T A C A T G A G G T G T T C G T T G T A A C T
PE Extension PE spacer sgRNA 

0.26% (65 reads)0.39% (98 reads)0.44% (109 reads)
G C A G T C A T C T T A G T C A T T A C A T G A G G T G T T C G T T G C A C C G
G C A G T C A T C T T A G T C A T T A C A T G A G G T G T T C G T T G C A A C T
G C A G T C A T C T T A G T C A T T A C A T G A G G T G T T C G T T G C A C C G
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