Genome-wide association between
transcription factor expression and
chromatin accessibility reveals
chromatin state regulators

David Lamparter



Chromatin opening/closing:
Which TFs relevant (CSRs)?
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Pioneer Factors




Stability of TF Complex




The Basic Idea
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Accessibility Score of TF Motif
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Assoclation Test across Genes
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Data Used

* Encode expression data (109 varied cell
lines).

 Encode DHS data (109 varied cell lines).
* 344 TF motifs.



Correlation? matrices
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Control population structure
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-log10(p-value) empirical

Example TF EBF1

Standard linear regression Mixed model regression Mixed model PC corrected
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Comprehensive CSR prediction
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Pioneers: most have low CSR ranks.

High confidence set. (Zaret et al. 2014)

Additionally mentioned in

' 00 literature (evidence varies)
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-log10 p-values empirical

Additional slides: NR3C1

NR3C1 motif vs all Genes
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Expression variance effect.
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POUSF1: SOX2 is guiding TF.

Bonferroni cutoff
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