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Introduction: The sequence of a genome alone does not carry the information needed for
understanding how genomic processes are carried out in the cell nucleus; to achieve this, the
knowledge of its three-dimensional (3D) architecture is necessary. Advances in genomic
technologies and the development of new methods, such those based on Chromosome
Conformation Capture (3C) [1], have allowed getting insights at unprecedented resolution into
how genomes are organized. Recently, it has been shown that chromatin is organized in
Topologically Associating Domains (TADs), large interacting domains that appear to be
conserved among different cell types. Here we describe TADBIt, a pipeline for the 3D modeling
of genomic domains; TADBIt is python library that extends the Integrative Modeling Platform
(IMP) [2] to determine the 3D architecture of genomic domains and entire genomes using
chromosome conformation capture data [3].
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Hi-C matrices can be segmented into TADs
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C) bin. Each particle has a radius proportional to the number of bases in the bin. UCsE - Distance/angle plots
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structures that satisfies the imposed restraints. Additionally, TADBIt implement
many diverse sets of functions for analyzing the resulting 3D models.

Summary: TADBIt, a new computational python library, has been developed to build 3D models of genomic domains and genomes using 3C-based
interaction matrices. Additionally, TADBIt has several functions that allow the user to easily select parts of the interaction matrix (such as TADs) and to
model and analyze their structures. Please, write to mmarti@pcb.ub.cat if your are interested in getting TADBIt.
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