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TCACTGTCTTTGGGTTTAGGTTGCACAATGCTGGGCCTCGAGTCGGTCGGTAGGAAGAGATGCTTGTGCGACTGGATGTAACAGGCACAATCCGAGTTTT
GAGCAGTTACGTGATGTGGCATGTAACGCGCACAATAAAAT TAACTGGTTCATGCGGT CAAGCACCAAATTCTGGCTTGACACTGTACTGGCTTGACACT
GAGCAGTTACGTGATGTGGCATGTAACGCGCACAATAAAAT TAACTGGTTCATGCGGT CAAGCACCAAATTCTGGCTTGACACTGTACTGGCTTGACACT
GAGCAGTTACGTGATGTGGCATGTAACGCGCACAATAAAAT TAACTGGTTCATGCGGT CAAGCACCAAATTCTGGCTTGACACTGTACTGGCTTGACACT
GAGCAGTTACGTGATGTGGCATGTAACGCGCACAATAAAAT TAACTGGTTCATGCGGT CAAGCACCAAATTCTGGCTTGACACTGTACTGGCTTGACACT
GAGCAGTTACGTGATGTGGCATGTAACGCGCACAATAAAAT TAACTGGTTCATGCGGT CAAGCACCAAATTCTGGCTTGACACTGTACTGGCTTGACACT
GAGCAGTTACGTGATGTGGCATGTAACGCGCACAATAAAAT TAACTGGTTCATGCGGT CAAGCACCAAATTCTGGCTTGACACTGTACTGGCTTGACACT
GAGCAGTTACGTGATGTGGCATGTAACGCGCACAATAAAAT TAACTGGTTCATGCGGT CAAGCACCAAATTCTGGCTTGACACTGTACTGGCTTGACACT
GAGCAGTTACGTGATGTGGCATGTAACGCGCACAATAAAAT TAACTGGTTCATGCGGT CAAGCACCAAATTCTGGCTTGACACTGTACTGGCTTGACACT

GAGCAGTTACGTGATGTGGCATGTAACGCGCACAATAAAAT TAACTGGTTCATGCGGT CAAGCACCAAATTCTGGCTTGACACTGTACTGGCTTGACACT

G AGCAGTTACGTGATGTGGCATGTARCGCGCACAATARART TAACTGGTTCATGCGGT CAAGCACCAAATTCTGGCTTGACACTGTACTGGETTGACACT

CTACTGGECTTGACACTCCCTGEGGTTGTGAAAGT CCGTATATGACTATCATCCAAGECACAATATTATTGEAATGECGACCGTGTTCTCCGTGGCTTANG
T AT GT T TTGGGT T TAGGTTGCACAATGCTGGGCCTCGAGT CGGTCGGTAGGAAGAGATGCTTGTGCGACTGGATGTAACAGGCACAATCCGAGTTTT

T ACTGGCTTGACACTCCCTGCGGTTGTGARAGT CCGTATATGACTATCATCCAAGECACAATATTATTGEAATGCCGACCGTGTTCT

intentionally introduced in the 5' homology arm is highlighted in red. Colored boxes represent the P2A (yellow), T2A (blue),

and EGFP (green) sequences.

Fvheszd DNA G AG € AG T T ACGTGATGTGGCATGTAACGCGCACAAT AAAATTAACTGGTTCATGCGGTCAAGCACCAAATTCTGGCTTGACACTGTACTGGCTTGACACT

Fig. S2 Alignment of synthetic DNA sequence and the EGFP insertion site sequences in the mutants.The 24-bp deletion

Svbssd DNA € T A CT GG CTTGACACTCCCTGCGGTTGTGAAAGT CCGTATATGACTATCATCCAAGCCACAATATTATTGCAATGCCGACCGTGTTCT -
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