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Resolution Gap

Marti-Renom, M. A. & Mirny, L. A. PLoS Comput Biol 7 e1002125 (2011)
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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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Dboit previous applications...
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& TADDit previous applications...
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Doit previous applications...

R- gene number
% of genes (FC<1.0)

HP1y
MNAse
H2A
H1.2
H3K9me3
H3K27me3
*x* BNA Pol-I|
H3K14ac
DNAse |
H3K36me2
H3K4me3

PRBS density
** PRBS

% of genes (FC>1.0)
** R+ gene number

TAD Expression (FC)
** |intra-TAD interactions

*

r T I T
-0.2 -01 0 0.1

Correlation with
ACCESSIBILITY

| | | |

-0.2 -0.1 0 0.1
Correlation with

RADIUS OF GYRATION

1 1
2 0.2 0.2

chag



Doit previous applications...
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Structuring the COLORs of chromatin
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53 chromatin proteins
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Fly Chromatin COLORs

Guillaume Filion
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Functional COLORs

50 ~1Mb regions

10 for each color
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Structural properties

Accessibility (%) Density (bp/nm) Interactions Angle
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Structural COLORs
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Structural COLORs

¥ X%
*X*
¥ X%

*¥%

XX*

——
—P
o

$|

oFL 02l 00L 08
(wuydq) Ausueq

——
-
—_—
| ——
‘

001 08 09 OF 02 O
(%) Aljigisseooy

*¥%

*%

| -
.
i
A@V
’

X X%

091 02}
Am_mcmvmgm

*%%

— ==

| —P
—_—
—==
-

o 08 02 O
SUOIOBJIAU|

chag



Structural COLORs
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TADDIt matrix analysis
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Dbit 3D modeling
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Dbit model analysis
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Nov 24th-28th Lisbon

http://gtpb.i1gc.gulbenkian.pt
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