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ENCODE: Encyclopedia of DNA
Elements
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Network is a powerful framewor
data integration
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Common biological networks
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Example: 3D organization of
genome

"We finished the genome map, now
we can't figure out how to fold it."

image credit: lyer et al. BMC Biophysics 2011, cartoonist John Chase
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Example: 3D organization of
genome

Topologically associating
domains (TADs)
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image credit: lyer et al. BMC Biophysics 2011



xample: 3D organization of
genome
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MrTADFinder

MrTADFinder aims to identify topologically associating domains (TADs) in multiple resolutions.

INPUT FILES:

MrTADFinder takes an whole-genome-to-whole genome contact map as an input. The contact map should be a

Yan and Gerstein (under review)



Disruption of domain structure
causes congenital disease
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Example: Transcriptional regulatory
network
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Example: Hierarchical organization of
human transcriptional regulatory network
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xample: Network comparison

Kashtan & Alon ‘05
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Example: human transcriptional
regulatory network versus chain-of-
command hierarchy
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Example: Protein-protein interaction
network versus software package
dependency network

Protein-protein interaction network R package dependency network
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Example: Collaboration network in a
scientific consortium
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