Qualitative Comparison of BIG TREE Gene Editing with respect to the creation of Alzheimer's Disease -relevant Isogenic Lines
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The figure above displays a schematic for the generation of clonal isogenic hPCS lines using BIG-TREE[3]. Figure 2: DSB repair promotes gene editing.
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to create edits in the genome to
generate isogenic lines to study
genes specific to Alzheimer's
Disease. Due to the pandemic,
research has been limited to
examining papers with methods
that use a genome editing tool
such as the clustered regularly
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The figure above displays Cas9 enzyme
creating double stranded DNA breaks [2].
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