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* Dense genotyping and imputation

* Cross ethnic mapping

* Conditional logistic regression to determine number of
independent associations

Fine mapping

Likelihood ratio tests to exclude least likely candidate SNPs

G

* Integrative tools; RegulomeDB, HaploReg, GWAS3D,
In silico FunciSNP

Annotation * LD patterns; HaploView, SNAP, LocusZoom

* TF-binding prediction; TRANSFAC, JASPER, MAPPER2

Chromatin interactions; ChiA-PET, 5C

&

* Noncoding regulatory variants;
- Gene expression; eQTL, allelic imbalance
- Chromatin; 3C-based technologies, reporter assays
- Protein binding; EMSAs, ChIP, PWAS

SNP Function

Noncoding RNA variants;
- miRNAs; TargetScan, miRanda, CLIP, PicTar

&

- IncRNAs; RNA-Capture-seq, REMSAs, RIPs
* Noncoding epigenetic variants;

- DNA methylation; meQTL, EWAS

- Chromatin structure; ChlP-seq, FAIRE-seq

Target Gene(s)
Identification

q

* Cultured cell lines and human tissue
* lIsogenic models — ZNFs, TALENS, CRISPR/Cas
* Mouse models - knockout, targeted
* Other animal modes — zebrafish, Drosophila

Target Gene(s)
Function
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Abstract

With the expansion of the field of microbiological research, a new genome editing tool was
developed from the biological properties of bacteria, which deals with precise genome editing
with greater simplicity and adaptability than previous methods. This new technique, called
CRISPR for short, has led to the rapid expansion of biomedical research, especially in relation
to specific diseases such as cancer, and its modeling using targeted gene editing. This article

discusses how the CRISPR method works in targeted genome editing. In general, the use of
this technology in the treatment of diseases will be effective and efficient when the components
of this CRISPR system are optimized day by day and on the one hand reduce the possibility of
making abnormal cuts in the cell genome and on the other hand the efficiency of targeted
genome changes over time. Increase its transfer to the cell using various methods of gene
transfer.
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