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some 180-bp repeat forming knobs along extended chromatin
fibres has also been proven in A. thaliana cell cultures
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According to Nagaki et al. (2003), ~15 % of the 180-bp
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repeats are connected to CENH3 nucleosomes. Transposable
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Model validation using Hi-C experimental data
The obtained set of conformations are validated against publicly available Hi-C
data [5-7]. Hi-C data are analysed with TADbit [8], a bioinformatics tool designed to
study 3C-like data. TADbit covers all the steps of the Hi-C analysis from the
mapping of the sequences onto the reference genome to the normalisation of the
raw data by correcting for local biases. Here, we will develop and test new features
in TADbit such as the possibility to compare matrices collected in different
experiments.
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Summary: The aim of this ongoing project is to study the role of general polymer physics and large-scale spatial restraints (from imaging
experiments) in the 3D arrangement of A. thaliana genome. The final models are validated using recent Hi-C data and bioinformatics tools. This
approach will provide a characterisation of the interplay between the 3D genome organisation and functionally related features of chromatin in A.
thaliana.
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