Figure S1

Quality control of HVRG library The of mapped reads Mapped reads per sgRNA
Number of perfect guide matches 16,278,930 0/120,000
Number of nonperfect guide matches 822,460
Number of reads where key was not found 357,672
Number of reads processed 17,459,062
Percentage of guides that matched perfectly 95.2
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Figure S2
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Figure S3
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Figure S4
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Figure S5
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