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Target gene : <Gene Name>
Target site : GATCCCGGGCCTAGGGAGCATGG (+)

* Result summary

Total reads WT Insertions | deletions | In-del frequency
48,489 17 21,050 27,359 | 48,409 (100%)
. Green: RGEN
* Sequence anaIySIS data Red : insertion sequence

Yellow shade : mismatch sequence

GGCTCCAAATTCTCCGGGCAGATCCCGGGCCTAGGGAGCATGGAGCTCGACGACGTTGACACC Target sequence

Most frequent sequences Type Leads
GGCTCCAAATTCTCCGGGCAGATCCCGGGCCTAGGGAGCATGGAGCTCGACGACGTTGACACC — Wild-type 7
GGCTCCAAATTCTCCGGGCA - - === === === = TGATGGAGCTCGACGACGTTGACACC 17 bp deletion(Out of frame) 26,930

GGCTCCAAATTCTCCGGGCAGATCCCGGGCCTAGGGAAGCATGGAGCTCGACGACGTTGACACC 1 bp insertion(Out of frame) 20,083

Total 48,489
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