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Figure 1: CRISPR schematic
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Figure 2: Type I-E and I-F CRISPR comparison
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Figure 3: (A) Variation of integration percent with number of indels between leader-repeat (L-R) junction and
upstream motif (UM). (B) SEC profile with pooled fractions (gray box)
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Figure 4: (A) Urea-page gel of annealed DNA. (B) Page gel of Cas1-2/3 that was bound to IHF-DNA complex.



