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Hybrid Method

Bau, D. & Marti-Renom, M. A. Methods 58, 300-306 (2012).
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Biomolecular structure determination

2D-NOESY data

Chromosome structure determination

3C-based data
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http://3DGenomes.org
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Dbt previous applications...

Bau, D. et al. Nat Struct Mol Biol (2011).
Umbarger, M. A. et al. Mol Cell (2011).
Le Dily, F. et al. Genes & Dev (2014)
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Structuring the COLORs of chromatin
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53 chromatin proteins

Fly Chromatin COLORs
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Functional COLORs
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Structural properties
50 1Mb regions. 10 enriched for each color.
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Structural COLORs
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http://3DGenomes.org

30Genome tools @ CNAG/CRG (home]

& [ADD

Tools for modeling and analyzing 30 genomes.

¢ [ADK

This software is under development
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Shameless promotion...
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