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Jun/Fos https://www.rcsb.org/3d-view/1FOS
LacI - whole complex 
     https://www.rcsb.org/3d-view/1EFA
DNA-binding domain bound to non-specific DNA
https://www.rcsb.org/3d-view/1OSL
DNA-binding domain bound to specific DNA
https://www.rcsb.org/3d-view/1L1M
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Lx4 experiments
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Probing Transcription Factor Dynamics at the Single-Molecule Level in a Living Cell
Johan Elf,Gene-Wei Li,and X. Sunney Xi
Science 2007
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC2853898/






Protein abundance on sequences

of the array M Bulyk
G Churchlist of bound

In vitro sequences
SELEX seq poundDNA

of

EzraDNA sequences
sequences

CLIP Cut and Run Invite
isolate bound

It mastoid
Evolutionary fdg yE coli

V cholera

A pestic

I Infer Eci x from know bad sequences

Fei X e frequency of x
ati

th
f A s

Boltzmann equilibrium in the evolution of sites

pic x on Etf RE blind inthe genome



BE Ci x log PFI t const
1989LÉx cast
Bergs ramipped

opsereedfinthe seven

2 2006 H Busemaker
Columbia Univ
Justin Kinney Princeton

seq Eci x may

Ex Meme
observed sequences

Eci x matrices
for lots of

forbacteria yeast proteins
in vitro in'd to find thesite

out of 106 109alternatives
kinetics

Leonid Mirny
Older method:
Selection of DNA binding sites by regulatory proteins. Statistical-mechanical theory and application to operators and promoters
https://pubmed.ncbi.nlm.nih.gov/3612791/

Inference methods:
1. Statistical mechanical modeling of genome-wide transcription factor occupancy data by MatrixREDUCE
https://pubmed.ncbi.nlm.nih.gov/16873464/
2. Precise physical models of protein-DNA interaction from high-throughput data
https://pubmed.ncbi.nlm.nih.gov/17197415/






