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The sequence of a genome alone is insufficient to characterize many genomic processes carried out in the cell nucleus. To achieve this, the
knowledge of the three-dimensional architecture of a genome is necessary. Advances in genomic technologies and the development of new
analytical methods, such as Chromosome Conformation Capture (3C) and its derivatives, allow now to gain insights into how the genome is
organized. We have developed TADbit, a computational pipeline for the three-dimensional analysis and modeling of genomic regions, as well as

TADKit a general genome browser with capability to connect 1D (genomic), 2Ds (epigenomic) and 3D (modeling) datasets. TADbit and TADKit are
available as open-source code at http://www.3DGenomes.org.
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TADbit is a complete Python library to deal with all steps to analyze, model and explore 3C-based data. With
‘TADbit the user can map FASTQ files to obtain raw interaction binned matrices (Hi-C lie matrices), normalize

raction matrices, identify and compare the so-called Topologically Associating Domains (TAD),
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