Do colors have
a structure?
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Are the 5-type chromatin colors structurally different?
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53 chromatin proteins

Derivation of the 5-type chromatin color

Position on chr2L (Kb) Principal Component Analysis
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Derivation of the 5-type chromatin colors

Position on chr2L (Kb)
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Are chromatin colors functional domains?

Percentage of chromatin surrounding TAD borders
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Are chromatin colors functional domains?

50 ~1Mb
regions
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Resolution gap

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

http://3dg.umassmed. edu

Crosslink DNA Cut with Fill ends Ligate Purify and shear DNA;  Sequence using
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http://my5c.umassmed.edu
http://my5c.umassmed.edu

Structure determination using Hi-C data

Biomolecular structure determination
2D-NOESY data

Chromosome structure determination
3C-based data
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Uss  The Integrative Modeling Platform framework

http://www.integrativemodeling.org
Russel, D. et al. PLOS Biology 10, e1001244 (2012)

Experiments  Computations Physics Evolution

M

From Alber, F. et al. Nature 450, 695-701 (2007).
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http://www.integrativemodeling.org
http://www.integrativemodeling.org

The four stages of integrative modeling

Data collection

Representation Analysis of the results
and scoring

Optimization
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Representation
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Representation
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3D modeling of the 5-type chromatin colors

Position on chr2L (Kb)
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Structural properties
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Structural properties

Accessibility (%) Density (bp/nm) Interactions Angle
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Structural properties
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Structural features of the 5-colors
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The 5-type chromatin colors structurally different
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Dot 3D modeling
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DO model analysis
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Nov 25th-28th Lisbon

http://gtpb.i1gc.gulbenkian.pt
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http://marciuslab.org

http://cnag.cat -

http://crg.cat
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