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Structural Models

3D modeling
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Many alternatives

Analysis methods for studying the 3D architecture of the genome 
Ay, F. & Noble, W. S. Genome Biol. 16, 183 (2015).
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Restraint-based three-dimensional modeling of genomes and genomic domains. 
Serra F, Di Stefano M, Spill YG, Cuartero Y, Goodstadt M, Baù D, Marti-Renom MA. FEBS Lett 589: 2987–2995 (2015)


