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CRISPR GWAS-SNP

Development of a functional GWAS-SNP detection method using single-cell CRISPR
screening method
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In this study, we developed a method to _efficiently select SNPs-associated
regions contributing to phenotypes from GWAS (genome-wide association studies) data using an
enhancer screening method integrating genome editing and single-cell RNA-seq. We focused on
enhancers near SNPs suspected to be associated with bone diseases and performed enhancer screening.
The analysis identified the OBEnh as a promising enhancer. OBEnh showed increased transcription
activity with osteoblast differentiation in vitro and the activity was specific in bone tissue in
mice. These results suggest that the identified enhancer is associated with bone diseases.
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