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Development of a universal genome-editing genotyping method using a deep
generation model
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Although CRISPR-Cas revolutionized the efficiency of genome-editing mice"s
production, there has been no method to accurately and rapidly detect "unintended mutations" caused
by genome editing. In this study, we developed Determine Allele mutations and Judge Intended
genotypes by Nanopore sequencer (DAJIN), which can detect and classify "unintended mutations™ and "
intended mutations" caused by genome editing. DAJIN has demonstrated that it is capable of
genotyping multiple types of genome editing, including point mutations, exon deletions, and
induction of flox mutations, with greater accuracy than conventional methods.
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DAJIN validates the multiallelic genome-editing outcomes using machine learning-assisted long-read sequencing
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