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Better reference genomes for better editing

Owen et al. (2021) used HiFi whole genome sequencing to assess on-target
and off-target integration of donor template effects in a CRISPR edited
calf,10 demonstrating the impact of PacBio WGS on the precision and
safety of agricultural gene editing programs.

Sequence beyond your target

Understanding the extent of CRISPR-Cas9 editing requires long read lengths and high accuracy to capture both on- and off-
target effects to fully evaluate editing outcomes on a targeted and genome-wide scale.

Targeted validation Comprehensive variant detection
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Analysis of the PigA locus edited with the CRISPR-Cas9 method using selected
gRNAs. SMRT® sequencing of a 5.5 kb amplicon around gRNA cut sites (vertical
lines) enabled detection of large-scale deletions and structural changes missed by
other methods™
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