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Integrating data types
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Correlation between normalized-real and modeled contact maps (correlation=0.7310)
Real versus modelled data
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Log proportion of models with a particle pair closer than cutoff
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Binary representation of Z-scores used in the computation of restraints

B < -1.30 (force particles apart)

3 Not used (no constraints)

I > 0.20 (force particles together)
Fitted normal distribution
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Consistency (%)

Model analysis

Dendogram of clusters of 3D models Deconvolution analysis for the 5 top clusters (cutoff=400 nm) . - .
Histogram and boxplot of distances between particles 30 and 50
Branch length proportional to model’s objective function final value
Branch width to the number of models in the cluster (relative to 100 models)
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How confortable are you with...

e modeling genomes?
e analyzing the 3D genomes”?
* reading the output of the genome analysis”




