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Whale sperm myoglobin structure (1960)
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alpha-globin genomic domain structure (2011)
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Resolution Gap

Marti-Renom, M. A. & Mirny, L. A. PLoS Comput Biol 7 e1002125 (2011)

DNA length
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Hybrid Method

Bau, D. & Marti-Renom, M. A. Methods 58, 300-306 (2012).
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Hi-C technology

http://3dg.umassmed. edu
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http://my5c.umassmed.edu

Biomolecular structure determination

2D-NOESY data

Chromosome structure determination

3C-based data
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Structuring the COLORs of chromatin
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53 chromatin proteins
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Functional COLORs
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Structural COLORs
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Structural COLORs
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erc On TADs and hormones
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Progesterone-regulated transcription in breast cancer

> 2,000 genes Up-regulated
> 2,000 genes Down-regulated

Regulation in 3D?
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Vicent et a/ 2011, Wright et al 2012, Ballare et al 2012
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Experimental design
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Are there TADs? how robust?
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Chr.
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Are TADs homogeneous?
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Expected
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Do TADs respond differently to Pg treatment?
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Fold change per TAD (Logz)

Do TADs respond differently to Pg treatment?
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Modeling 3D TAD:s
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How TADs respond structurally to Pg?
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Model for TAD requlation
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STRUCTURE -~ FUNCTION
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Structure >> Function!
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