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Introduction Machine learning Specificity
The CRISPR-Cas9 system has the potential to significantly advance basic and Trained fu nctionality algorithm
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Phenotypic analysis _ _ :
Good measure of algorithm fit Complete and fast alignment
Establishment of a Cas9-expressing cell line greatly improved phenotypic

consistency and ease-of-use of Edit-R synthetic crRNA:tracrRNA to assess over
one thousand target regions across multiple genes in a high-throughput manner.

Dharmacon’s new alignment strategy finds all possible alignments (including
alignments containing gaps) and allows us to design targets that are less likely
to cause off-targets.

Fredicted

i The Dharmacon CRISPR Specificity Analysis Tool provides comprehensive alignment.
_ _ Try it at: dharmacon.gelifesciences.com/tools-and-calculators/crispr-specificity-tool
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Bowtie 2 100 100 70 6.27
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e Constitutive degradation Of the protein means very |OW EGFP Target 1 - GGTCATCTGGGAGAAAAGCG CGG Target 2 - GCTCCACGTTTATAAATAGC TGG
. . False positive rate hg38; chr14:54748857-54748879 hg38; chr14:54569552-54569574
fluorescence when the proteasome is functioning normally
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Trained functionality algorithm Functionality & Specificity are used to select the
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ApoONE assay box plots: crRNAs with the bottom half algorithm scores (H1) versus For more information:
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