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Network Topology

Reasons for Networks:
Overcome shortcomings
of linear genome annotation
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ENCODE Transcription Factor Binding Sites by ChiP-seq from HudsonAlpha Institute
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; Will this scale to 1000+
. tracks? What will next-gen
annotation look like?...

Systems from Parts
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Networks occupy a midway
point in terms of level of
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cription Factor Binding Sites by Epitope-Tag ChlP-seq from ENCODE/University of Chicago
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[UCSC genome browser]

[Jeong et al. Nature, 41:411]

[Chiu et al. Trends in Cell Biol, 16:144]



Network Topology

Reasons for Networks:
Useful way of thinking
about disease



Network pathology & pharmacology
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Interactome networks
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Interactome Networks and Human Disease
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Figure 1. Perturbations in Biological Systems and Cellular Networks
May Underlie Genotype-Phenotype Relationships
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Network Topology

Reasons for Networks: Comprehensive
representation, capable of representing
many types of biological & non-biological
data & bridging between disciplines



Networks as a universal language
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Combining networks forms an ideal way
of Integrating diverse information
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