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Votivation

« HOT regions are heavily clustered with transcription
factor binding sites. The high accessibility should
be related to the 3D structure of genome

* All analysis here were done in hES cell. We have
slides to discuss how to explore the idea using
similar data sets in worm and fly.
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A network-based approach to find
Topologically Associating Domains (TADs)
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Workflow
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TADs in different resolut

hESC: chr 10
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average number of peak per 40kb

Enrich

ment of chromatin marks near TAD
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enrichment

Enrichment of HOT regions near TAD

boundaries
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HOT regions in different resolutions
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HOT regions in different resolutions
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log10(expression)
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HOT regions are enriched in the
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Hi-C data in worm and fly
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Summary and Possible threads

* The location of HOT regions is related to 3D genome
organization, as shown in hES cells.

* Possible threads to follow:
* |dentify TADs in worm and fly; we expect similar observations.
* Make further use of our ChlP-Seq data:
* architectural proteins for domain formation:
 CTCF, YY1, Rad21 in human
e fly: Zw5, dCTCF, Su(Hw)... worm?

 use the binding of specific TFs to predict domains/
boundaries formation



