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Functional analysis of intergenic regions by contiguous introduction of genomic
deletion mutations
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In order to enable effective functional analysis of genomic regions ranging
from several hundred kilobases to several megabases, this study was focused on development of a new
method by combining conventional genome en?ineering and editing technologies.LoxP elements were
transposed in the mouse embryonic stem cell genome, followed by simultaneous induction of
site-specific Cre-mediated recombination and CRISPR/Cas-mediated editing.This approach allowed
introduction of the intended long-range rearrangements into the genome, but the introduction
efficiency has not been significantly improved. The positional combinations of the LoxP sites and
CRISPR targets remain to be further optimized.
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