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Resolution Gap

Marti-Renom, M. A. & Mirny, L. A. PLoS Comput Biol 7 1002125 (2011)

i
N L
IDM ?‘
05
Nm 5
's"’m
%_"
, DNA length
10° 10° 10° 10°
_ R, Volume
107° 10°® 1073 10° 10°
- — Time
10 108 10°° 10 1072 10° 107 10°
; Resolution
107 1072 10™

nt

um

cnag o



Hybrid Method

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

Experiments

Crosslink DNA Cut with Fill ends Ligate
restriction and mark
enzyme with biotin

Purify and shear DNA;  Sequence using
pull down biotin paired-ends
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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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Visualizing 3D Genomes

Jhunjhunwala (2008) Cell Hu (2013) PLoS Computational Biology
Kalhor (2011) Nature Biotechnology
Duan (2010) Nature Tjong (2012) Genome Research
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Diversity of representations
NO LINK to 1D and 2D data
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What we need...

Connection to 1D and 2D data (CellBase)
Multi-scale representation (under development)

Cross-platform (Greenhouse)

Multi-screen support (Greenhouse) @AQUARIA
Hand-gesture support (Greenhouse + kinect/leap)

§*¢ greenhouse

John Underkoffler
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OBLONG S Greenhouse

tp://greenhouse.oblong.c

OMEagination

Gesture based 3D visualization of brain structures and actlvnty
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Structuring the COLORs of chromatin
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53 chromatin proteins

Fly Chromatin COLORs

f\d" Guillaume Filion
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The STRUCTURE of COLORs in the fly genome
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Normalized Hi-C count
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http://3DGenomes.org
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