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Introduction Results Results
* Three-dimensional (3D) chromatin loops bring distant promoters and HiChlIP Efficiently Generates High-Quality HiChIP Reveals SLE Haplotype-Specific DNA Ioops
enhancers into close proximity to regulate gene transcription®. Informative Data in EBV Cells and Primary Cells HLA-DR3 CTCF HiChIP R —

* Protein factors, such as cohesion and histone, facilitate the formation of the 3D
chromatin conformation. Studying protein-mediated 3D genome architecture
can help to understand how target genes influence human diseases?3.
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HiChIP Characterizes Cell Type-Specmc DNA Ioops naplotype-specific and cell type-specific 3D chromatin interactions.
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GWAS variants in non-coding regions. Our data may also help to discern potential
\ 4 causal risk SNPs within a large linkage disequilibrium (LD) region.
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The hichipper pipeline is at https://github.com/aryeelab/hichipper

DNAlandscapR is at http://dnalandscaper.aryeelab.org IL22RA2 IFNGR1 OLIG3 TNFAIP3 1L22RA2 IFNGR1 OLIG3 TNFAIP3

Center at OMREF for their intellectual and technical support.




