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FIG. 49A
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FIG. 49B
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FIG. 49C
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FIG. 49D
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FIG. 51A
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FIG. 51A CONTINUED
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% of total sequencing reads with the
specified modification in HeLa cells
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Fold-change in frequency of the specified edit in HeLa cells
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1. Codon optimize MMLV RT
2. Mutations to SpCas9 to improve activity
3. Linker optimization
4. Improve nuclear localization
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