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Are the 5-type chromatin colors structurally different?

cnag e



53 chromatin proteins

Derivation of the 5-type chromatin color

Position on chr2L (Kb) Principal Component Analysis
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Are chromatin colors functional domains?
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Are chromatin colors functional domains?
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Structure determination using Hi-C data

Biomolecular structure determination
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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

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
and scoring
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Representation

Constituent parts of the molecule

d < do d=do d>do
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Representation

Harmonic

H, ;= k(di,j B dgj)z

- = o - i+1
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3D modeling of the 5-type chromatin colors
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Structural properties

50 1Mb regions. 10 enriched for each color
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Structural properties
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The 5-type chromatin colors structurally different
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