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[ Abstract] Long - distance chromatin contact between specific DNA regulatory elements plays a key role in gene expression
regulation. Global characterization of the interactions in these three — dimensional (3D ) chromatin structures is essential in
understanding signal networks and cell states. Chromatin interaction analysis using Paired—End-Tag sequencing ( Chia—Pet) is a
method for transforming functional chromatin structures into millions of short labeling sequences. Since its development in 2009, it
has unique advantages in chromatin interaction analysis, which provides a new perspective for the study of transcriptional regulation.
This paper introduces the experimental scheme and data analysis process of Chia—Pet, analyses the characteristics and application
scope of several commonly used tools, and helps researchers choose appropriate methods to obtain more reliable results.
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Fig. 1 Fundamental steps to analyze Chia—Pet data
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