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[Snyder et al. Genes & Dev. ('10)]



Annotating the

Human Genome:
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Signal processing of raw
experimental data:

» Removing artefacts
» Normalization
» Window smoothing

¥

Segmentation of processed )
data into active regions:

» Binding sites

» Transcriptionally active -
regions )

Group active regions into -

larger annotation blocks ).

Large-scale sequence
similarity comparison
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Identify large blocks of
repeated and deleted
sequence:

» Within the human
reference genome

» Within the human
population

» Between closely related
mammalian genomes
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Identify smaller-scale
repeated blocks using
statistical models
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(b) Similarity within the human population
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Current Opinion in Structural Biology
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Recasting Genome Annotation

as N etWO I"kS .

Comparing Proximal
&
Distal Networks
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[ Gerstein et al. Nature (in press, '"12) ]



Application to cancer genome:

identification of non-coding candidate

Cancer genome
variants
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