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Probing Transcription Factor Dynamics at the Single-Molecule Level in a Living Cell
Johan EIf,Gene-Wei Li,and X. Sunney Xi
Science 2007
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC2853898/
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Older method:

Selection of DNA binding sites by regulatory proteins. Statistical-mechanical theory and application to operators a
promoters

https://pubmed.ncbi.nim.nih.gov/3612791/

Inference methods:

1. Statistical mechanical modeling of genome-wide transcription factor occupancy data by MatrixREDUCE
https://pubmed.ncbi.nim.nih.gov/16873464/

2. Precise physical models of protein-DNA interaction from high-throughput data
https://pubmed.ncbi.nim.nih.gov/17197415/
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