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heterochromatin and nucleolar organizing regions in
shaping 3D genome organization in Arabidopsis
thaliana
1,*
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ABSTRACT
The 3D genome is characterized by a complex organization made of genomic and epigenomic layers with profound implications on gene regulation
and cell function. However, the understanding of the
fundamental mechanisms driving the crosstalk between nuclear architecture and (epi)genomic information is still lacking. The plant Arabidopsis thaliana
is a powerful model organism to address these
questions owing to its compact genome for which
we have a rich collection of microscopy, chromosome conformation capture (Hi-C) and ChIP-seq experiments. Using polymer modelling, we investigate
the roles of nucleolus formation and epigenomicsdriven interactions in shaping the 3D genome of A.
thaliana. By validation of several predictions with
published data, we demonstrate that self-attracting
nucleolar organizing regions and repulsive constitutive heterochromatin are major mechanisms to regulate the organization of chromosomes. Simulations
also suggest that interphase chromosomes maintain
a partial structural memory of the V-shapes, typical of (sub)metacentric chromosomes in anaphase.
Additionally, self-attraction between facultative heterochromatin regions facilitates the formation of
Polycomb bodies hosting H3K27me3-enriched geneclusters. Since nucleolus and heterochromatin are
highly-conserved in eukaryotic cells, our findings

pave the way for a comprehensive characterization
of the generic principles that are likely to shape and
regulate the 3D genome in many species.
INTRODUCTION
In eukaryotic cells, the genome structure is characterized by
a complex three-dimensional (3D) organization (1–3) that
plays a crucial role in regulating gene function and expression (4,5), and in determining cell-fate decisions (6–9), and
cell-development (6,10).
Microscopy and chromosome conformation capture (3C)
(11) techniques have been used to unveil the architectural
folding of the genome. Using microscopy techniques such
as FISH (12), 3D-FISH (13,14) and cryo-FISH (15), it
was possible to visualize that each chromosome occupies
a distinct portion of the nucleus called chromosome territory (CT) with a non-random radial location (12–14).
High-throughput chromosome conformation capture (HiC) (16) confirmed the presence of CTs by probing much
stronger cis- than trans-chromosome interactions (16,17).
Analysis of Hi-C maps also revealed the presence of a typical checkerboard pattern that reflects the physical segregation of the genome into multi-megabase chromatin compartments (16,18). These are characterized by different GCcontent, gene density and epigenomic marks, suggesting
that they mostly match the classical partition of the genome
in hetero- and euchromatin (19–22). At the sub-megabase
level, Hi-C experiments also revealed that the genome is organized into self-interacting regions termed topologically
associating domains (TADs) (17,23,24), that have been also
visualized by super-resolution microscopy approaches (25).
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nisms leading to the genome organization in A. thaliana is
still missing.
Here, we test the hypothesis that the interactions between epigenomic states, as previously suggested (33–37)
in other species, are driving forces of the genome structural
organization in A. thaliana (59). We use polymer modelling
and molecular dynamics together with epigenomic data to
generate genome-wide chromosome models. By providing
quantitative comparisons of our predictions with Hi-C and
microscopy data, we demonstrate that four fundamental elements may be sufficient to determine the genome organization in A. thaliana. First, chromosomes need to be preconditioned as V-shaped objects. Second, the self-attraction of
NORs shapes the overall nuclear organization. Third, the
repulsion between constitutive heterochromatin and other
epigenomic states explains the segregation and the localization at the nuclear periphery of chromocenters. Fourth, the
self-attraction between facultative heterochromatin regions
recovers the formation of self-interacting gene-clusters at
local scales.
MATERIALS AND METHODS
Our work consists of three main parts: (i) processing of
ChIP-seq datasets to segment the A. thaliana chromosomes
into distinct epigenomic states; (ii) genome-wide molecular
dynamics simulations models and (iii) analysis of the obtained 3D models and validation against published experimental data.
Epigenomic states analyses
ChIP-seq epigenomic data at 400 bp of resolution for 4
histone marks: H3K4me2, H3K4me3 (signatures of active genes), H3K27me3 (signature of facultative, polycomblike heterochromatin) and H3K9me2 (specific to constitutive heterochromatin) were collected from published works
(44,45). To each 3 kb-genomic region of the genome, an average epigenomic signal was assigned for each of the four
marks. A K-means algorithm (Euclidean distance, k = 4)
allowed clustering the 3 kb-regions into four groups: active chromatin (AC) enriched in H3K4me2/3, facultative
heterochromatin (FH) enriched in H3K27me3, constitutive
heterochromatin (CH) enriched in H3K9me2 and undetermined (UND) depleted in all these four marks. The lengths
and the genomic localization of the domains assigned to
each of the four chromatin states were used to generate the
plots in Figures 1B and C and in Supplementary Figure S1.
Genome-wide chromosome simulations
The chromosome polymer model. Molecular dynamics
simulations of the diploid A. thaliana genome were run using the 30 nm-fibre model (60), in which each bead hosts 3
kb of DNA sequence and has a diameter of 30 nm. Each A.
thaliana chromosome was represented as a chain of beads
using the Kremer–Grest bead-spring model (61,62). This
model allowed to represent chromatin as a 30 nm-thick fibre with a persistence length of 150 nm (63) and to avoid
chain crossings (Supplementary Methods). The lengths of
A. thaliana chromosomes (in bp and in models’ beads) and
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In mammals and Drosophila melanogaster, TADs are considered the structural and functional units of the genome
that define the regulatory landscape (26–28).
In animals, computational studies based on polymer
modelling enabled to relate the organizational layers of
the genome to specific active and passive physical mechanisms. The formation of chromosome territories may be facilitated by the slow relaxation dynamics of topologicallyconstrained polymers (29–32). The segregation between active and repressive chromatin compartments was suggested
to be primed by micro-phase separation promoted by factors such as heterochromatin protein 1 (HP1) and polycomb
group (PcG) proteins binding to repressive histone marks
(33–37). The formation of TADs was associated with mechanisms of active (38,39) or passive (40) loop-extrusion.
Within plants, Arabidopsis thaliana is an important
model organism for structural genomics studies and has
the most comprehensive collection of chromosome data
available. Its genome, that is constituted by 5 chromosomes, is diploid, and is smaller (∼120 mega-base pairs,
Mb) and gene-denser compared to other plant genomes,
which makes it more suitable for computational studies.
In interphase, A. thaliana chromosomes are organized
as well-defined chromosome territories (41–45) with generally no preferential radial positioning nor chromosome
pairing (41,46,47). Notable exceptions are the short arms of
acrocentric chromosomes 2 and 4, and the telomeres. The
former host the nucleolus-organizing regions (NOR2 and
NOR4), that typically associate in a single nucleolus at the
centre of the nucleus (41,48–50). The latter cluster at the
nucleolar periphery (42–46). Within chromosome territories, A. thaliana chromatin contains active and repressive
chromatin (51), that are organized in structural domains
(42,43). The chromocenters (including centromeres and
peri-centromeres), that are the largest heterochromatic regions, are spatially and dynamically confined at the nuclear
periphery (41,46,52,53) and anchor protruding euchromatic
loops of about 0.1–1.5 Mb resulting in a looped rosette overarching structure (46). In individual nuclei, chromocenters
may also self-associate, leading to trans-chromosome contacts and larger heterochromatin foci (42–46). Hi-C data
have also revealed the existence of long-range cis- and transchromosomal contacts, the so-called KNOT Engaged Elements (a.k.a. IHIs) structure (42,43) that has structural
counterparts in other plant species such as the compact
silent centre (CSC) in rice (54). At fine scales, although
TADs are not prominent features (44,55), TAD-boundarylike elements have been shown to correlate with open chromatin and actively transcribed genes (44), and local selfinteracting domains can be formed between H3K27me3enriched gene-clusters (56,57). At the scale of a few kilobase pairs (kb), local chromatin loops are suggested to connect the 5 and 3 ends of genes (45).
Previous modelling exercises (58), using a phenomenological ad-hoc coarse-grained polymer model, have suggested that the peripheral positioning of the chromocenters
and the central localization of the nucleoli may be the consequences of entropic forces emerging from the formation of
large permanent cis-chromosome loops and of steric constraints. However, a detailed description and characterization of the specific biological and physico-chemical mecha-
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Single-chromosome
preliminary
simulations. Singlechromosome simulations were performed for chromosome
4 (Chr4) described as a chain of 6195 beads (excluding the
NOR4 to simplify). To enhance the statistics, we simulated
at the same time five copies of Chr4 placed in a cubic
simulation box (size 2.76 m) with periodic boundary
conditions (DNA density of 0.004 bp/nm3 ). In the initial
conformation, each model chromosome was prepared
in a linear rod-like shape to mimic an elongated mitotic
state (29), and the five copies were placed in a random,
yet non-overlapping arrangement. For each of the 50
considered parameter sets (Supplementary Figures S2–S4),
the dynamics of 10 independent trajectories were then
simulated using LAMMPS (Supplementary Methods and
Figure 2) and subsequently analysed (see below).
The genome-wide models. For genome-wide simulations,
we tested the effect of distinct initial conformations, which
can be associated with mitotic-like chromosomes. Specifically, chromosomes were arranged as (i) linear rod-like
objects as for the single-chromosome simulations (Supplementary Figure S6A and Supplementary Video S2), (ii) Vshaped objects generated by linear pullings along parallel
directions (Supplementary Figure S6B and Supplementary
Video S3) or (iii) V-shaped chromosomes generated by linear pulling along radial directions (Supplementary Figure
S6C and Supplementary Video S4). V-shape cases mimicked the pulling of kinetochores by microtubules during
metaphase and also accounted for the observation that the
Hi-C interaction probability versus the genomic distance
(see Figure 3E) increases after 10 Mb (the typical size of
an arm in A. thaliana chromosomes) indicating an enrichment of inter-arm contacts. The procedures to generate the
distinct chromosome shapes, to form the nucleolus by preconditioning the NORs arrangement, and to confine the

chromosome models in a spherical nuclear environment are
illustrated in the Supplementary Videos S2, S3 and S4 and
described in details in Supplementary Methods. For each of
the tested mitotic-like chromosome shapes, 50 different initial conformations were simulated for the optimal parameter sets derived in the single-chromosome study (Figure
3). To test the relative importance of the model parameters,
several variant genome-wide simulations were performed in
which the optimal epigenomic-based interactions were perturbed one-by-one. The set of explored scenarios is summarised in Supplementary Figures S7 and S8.
KNOT engaged elements-driven steered molecular dynamics. Fifty steered molecular dynamics simulations were
performed to promote the spatial proximity between the
KNOT engaged elements (KEEs) (42,43) starting from the
final snapshots of the optimal-model simulations. In particular, harmonics were applied between the central beads of
the KEEs regions each spanning ∼450 kb. Briefly, the distances between the central beads of the KEEs were computed both cis- and trans-chromosome in all the 50 initial conformations and the closest bead pairs across all the
snapshots were co-localized (Supplementary Methods) using the experimental FISH association rates (43) (20% of
the KEE6–KEE1, 35% of the KEE5–KEE4, 66% of the
KEE6–KEE3 and 16% of the KEE5–KEE10 pairs), or the
average rate of 34% for all the other KEEs pairs.
Analysis of the polymer models
Comparison with Hi-C data. Three Hi-C datasets for
A. thaliana Col-0 seedlings were downloaded from the
sequence read archive (SRA) (Supplementary Table S2)
using fastq-dump (version 2.8.2, https://github.com/ncbi/
sra-tools/wiki). Each experiment was processed through
the TADbit pipeline (65) (https://github.com/3DGenomes/
tadbit). Briefly, the pipeline consists of (i) checking
the quality of the FASTQ files; (ii) mapping of the
paired-end reads to the A. thaliana reference genome
(release TAIR10 ftp://ftp.ensemblgenomes.org/pub/release40/plants/fasta/arabidopsis thaliana/dna/) using GEM (66)
taking into account the DpnII restriction enzyme cut-site
using fragment-based mapping (65); (iii) filtering to remove
non-informative reads using the following (default) TADbit filters: self-circle, dangling-ends, error, extra-danglingends, duplicated and random-breaks (65); (iv) merging of
the datasets into a single one for the restriction enzyme
DpnII; (v) normalization of the merged datasets using the
OneD (67) method at 3 and 30 kb resolution. Before merging the datasets (point (iv)), their mutual consistency was
verified using the reproducibility score (R-score) (68). The
obtained R-score values ranged between 0.56 and 0.84 indicating consistency between the merged datasets (68).
For each simulated configuration, contacts were computed using a cut-off distance of 200 nm which characterizes roughly the spatial resolution of Hi-C experiments
(69,70). From these contacts, we then built contact maps for
the single-chromosome and genome-wide cases. From these
maps, the average contact probability P(s) was quantified
by averaging the predicted contact frequency over all the
pairs of loci at the same genomic distance (s). To compare
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the genomic locations of special sequences (NORs and centromeres) were based on the reference genome TAIR10
(Supplementary Table S1).
Additional epigenomics-based short-range interactions
were added to test how the attractions or repulsions between
the A. thaliana chromatin states shape the chromosome organization. These interactions have been modelled using attractive or repulsive short-range (Lennard-Jones) potentials
of variable strengths: from 10−6 to 1.0 kB T for repulsive interactions and from 0.025 to 1.00 kB T for attractive ones,
where kB = 1.38 × 10−23 J/K is the Boltzmann constant,
and T = 298 K is the temperature of the system (Supplementary Methods). Finally, the dynamics of the polymer model
was simulated by integrating the (underdamped) Langevin
equation of motion using LAMMPS (64). Each of the simulated trajectories lasted for 120 000 τ LJ (internal LAMMPS
time-unit) and allowed to generate 39 distinct models (1
model every 3000 τ LJ starting from 6000 τ LJ ). Since the
equilibration time of dense or semi-dilute polymer solutions largely exceeded the simulation time (29), the obtained
models are out-of-equilibrium structures in which physical
properties of the system have reached a quasi steady state.
See for example the Supplementary Video S1, that shows
the convergence over time of the average contact probability (P) versus the genomic distance (s).
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Nuclear positioning of genomic regions. Radial positions
of the beads for each epigenomic state were used to build
the histogram of the number of beads per concentric nuclear shell of width 250 nm. Similar conclusions can be obtained using binnings of 125 or 500 nm (Supplementary
Figure S9). The probabilities per shell were obtained by dividing the number of particles by the volume of each shell.
For each parameter set, histograms were computed for each
of the replicates. The means and standard errors computed
over the replicates are reported as bar plots and error bars
respectively (Figure 4F–J and; Figure 5G–L; Figure 6G–
I; Supplementary Figure S9; and Supplementary Figures
S10–S17, panels A–E). To compare the radial distributions
of two parameter sets, Wilcoxon tests were performed to
compare each paired (corresponding replicates) distribution without assuming any specific shape for the two distributions under comparison. The null hypothesis is that the
mean heights over the replicates give zero difference and the
alternative is that the difference of the means is either higher
or lower than zero (two-sided statistical test). A very stringent threshold for significance (P-value < 0.0001) was chosen to single out only the most relevant differences in bins
occupancies.
Number of distinct chromocentric regions. Each chromocenter was considered as a sphere (radius = the radius
of gyration of the constitutive particles; centre = their
centre of mass) (Figure 4L). The overlap between two
spheres was computed using the formula in Weisstein,
Eric W. ‘Sphere-Sphere Intersection.’ From MathWorld–
A Wolfram Web Resource. http://mathworld.wolfram.com/
Sphere-SphereIntersection.html. The average number of
distinct chromocenters was computed varying the overlap volume threshold between 0.0 and 1.0 every 0.01. The
threshold of 0.34 corresponded to an average of 8.6 distinct
chromocenters, which was the closest to the experimental
measure of 8.6 ± 0.2 chromocenters (46).

RESULTS
Epigenomics-driven folding of A. thaliana chromosomes using polymer models
In this study, we tested the hypothesis that specific interactions mediated by epigenomics are driving forces of the
genome structural organization in A. thaliana. To this end,
we applied to a plant species a modeling method that has
been previously applied to the fly (33,37) and human (34–
36,72–75) genomes and that posits that epigenomics-driven
interactions partition the genome into spatial compartments. Here, we built polymer models of the chromosomes
using beads of 30 nm hosting each 3 of chromatin (Figure
1A). We used short-range attractive and repulsive interactions between 3 kb-regions defined by their epigenomic state
in conditions of density and confinement mimicking the nuclear environment.
Based on the enrichment in epigenomic marks (44,45),
we assigned to each 3 kb-region one of four chromatin
states (33) (Materials and Methods). A total of 52% of the
genome was assigned to active chromatin (AC) enriched in
H3K4me2 and H3K4me3, 14% to facultative, polycomblike heterochromatin (FH) decorated with H3K27me3,
14% to constitutive heterochromatin (CH) enriched in
H3K9me2 and 12% to undetermined (UND) regions that
were depleted in all the considered epigenomic marks (Figure 1B and C, and Supplementary Figure S1).
Extending previous modeling approaches, the remaining parts of the A. thaliana genome were assigned to two
other genomic categories that we used as complementary
to the epigenomic states. The nucleolar organizing regions
(NORs), that are the constitutive sequences of the nucleolus (41,49,50), account for 6% of the genome and are localized in the small arms of chromosomes 2 (NOR2) and 4
(NOR4). The telomeres, that account for about 1% of the
genome, are the ∼150 kb regions at the ends of each chromosome (Figure 1C, Supplementary Figure S1, and Supplementary Table S1). To account for the high concentrations of RNA and proteins within the nucleolus (41,49,50)
and for the typically increased stiffness of the telomeres (76),
NORs and telomeric 3 kb-regions were modelled as thicker
beads (Figure 1A) of diameter 132 nm allowing to mimic
the formation of a spherical nucleolus of radius about 1.4
m as typically observed in A. thaliana nuclei (50,77) (Supplementary Methods). Excluding the NORs, the more extended epigenomic domains of ∼400 kb were assigned to
constitutive heterochromatin (CH) (Figure 1B) and, consistently with previous analysis (78,79), were localized at
the chromocenter (centromeric and pericentromeric region)
of each chromosome (Figure 1C and Supplementary Figure S1A–E). In our analysis, chromocenters are interspersed
with short sequences hosting active chromatin (maximum
size 54 kb) and facultative heterochromatin (maximum size
18 kb), which is consistent with the presence of ‘punctual’
active genes like the 5S rRNA gene clusters in the pericentromeres of chromosomes 4 and 5 (80). Overall, the genomic regions occupied by active chromatin and facultative
heterochromatin were organized into many interspersed domains of shorter lengths (maximum 93 kb for AC and 84 kb
for FH, and median 6 kb for AC and 3 kb for FH).
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visually predicted and experimental Hi-C data, the number
of contacts in the models were re-scaled such that the average number of contacts at a genomic distance of 300 kb
(the number of bp in one Kuhn segment of the polymer
models) equals the experimental one. Quantitative comparisons were made using the Spearman correlation coefficient (SCC) analysis applied to the P(s), genome-wide and
cis-chromosome matrices, and the compartment strength
(CS) analysis (71) for each chromatin state. CS definition is
based on the observed-over-expected (OoE) map. This map
is computed as the entries of the contact or Hi-C map divided by the P(s) for the corresponding genomic distance s.
For each bin (b) of a given epigenomic state, the CS was then
quantified as the ratio between the average OoE value of b
with bins of the same epigenomic state and the average OoE
value of b with any other bin in the same chromosome. CS
scores of all the bins of a given epigenomic state are then
pulled together to form the CS distribution of that state,
that were shown in the figures of this work. In this metric,
no compartmentalization corresponds to CS = 1, whereas
any pattern of compartmentalization yields to CS > 1.
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Figure 1. Epigenomics-driven co-polymer models of A. thaliana chromosomes. (A) Scheme of the polymer model. Chromosomes are modelled as selfavoiding bead-spring chains where each monomer represents a 3 kb-portion of chromatin and is characterized by its epigenomic state: active (red), constitutive heterochromatin (green), facultative heterochromatin (blue), NORs and telomeres (grey), and undetermined (black). Attractive or repulsive shortrange interactions account for epigenomics-driven relationships between beads. (B) Distributions of the genomic length spanned by individual epigenomic
domains (bottom: total number of domains per state). Each violin plot shows the density of the points smoothed with a Gaussian kernel with the standard
parameters of R geom violin function (129). (C) Profiles of each chromatin state along chromosome 4. Each profile is binned at 30 kb and the height of the
bars indicates the fraction of the 30 kb-bin occupied by 3 kb-regions of the corresponding chromatin state.

Single-chromosome analysis allows parameterizing the
epigenomics-driven interactions
To find the optimal epigenomics-driven model, we designed
a strategy to minimize the amount of calculations needed
and yet get a good understanding of how the different parameters affect the final compliance with the experiments.
We focussed initially on the folding of chromosome 4 as
it is the shortest in A. thaliana (Supplementary Table S1)
and neglected for simplicity the nucleolar organizing region
(NOR4). We simulated a toy-model with five copies of chromosome 4 with random initial placements and orientations
in a cubic box with periodic boundary conditions at the typical DNA density ( = 0.004 bp/nm3 ) of the A. thaliana
nuclear environment. In the initial conformation, the five
model chromosomes were prepared as linear rod-like objects to mimic elongated mitotic states (29) (Material and
Methods).
As illustrated in Figures 2A–E, we tested different types
of short-range interactions involving the epigenomic chromatin regions defined above: self-attraction (full circles) and
repulsion (dashed lines). Unless specified, the model beads
interact with an excluded volume potential that allows the
fibre to maintain a thickness of 30 nm and to avoid chain
crossing (Supplementary Methods). Specifically, we started
exploring three distinct scenarios for the interactions involving the constitutive heterochromatin (CH) regions (Figure 2): repulsions between CH beads and the other epigenomic states (Figure 2A), self-attraction between CH beads
(Figure 2B), and a combination of the two (Figure 2C).
These cases aimed to describe interactions driven by heterochromatin protein 1 (HP1) both in vitro and in vivo. Recent papers showed that HP1 (or its counterparts in plants
LHP1 and ADCP1) can promote liquid-liquid phase separation (LLPS) mediated by intrinsically disordered regions
(IDR) in vitro (81,82), can favour the formation of heterochromatin compartments in vivo (81,83,84), and gener-

ate a phase from which some proteins may be excluded
(81,82). Overall, the collected evidence is yet not conclusive on whether the in vivo formation of HP1 phases is
mainly driven by attraction between HP1 or by repulsion of
HP1 with other chromatin states or with other chromatinbinding proteins. LLPS, in general terms, can be triggered
via both self-attraction of a compound (in this case HP1) or
via a repulsive interaction of a compound with the others
present in the system, as it occurs for hydrophobic phases
(85). On top of the CH-driven interactions, we tested separately the self-attraction of the active-chromatin (AC) regions (Figure 2D and Supplementary Figures S2–S4) and of
the facultative heterochromatin (FH) beads (Figure 2E and
Supplementary Figures S2–S4). The latter interactions are
based on the observations that the binding of RNA PolII to
active genes can prime micro-phase separation (86,87) and
polycomb-mediated interactions can form local domains
hosting H3K27me3-enriched gene-clusters (56,88,89).
In total, we tested 50 distinct scenarios with strengths of
interaction ranging from 10−6 to 1.00 kB T for repulsions
and 0.025–1.00 kB T for attractions (Supplementary Figures
S2–S4). One kB T typically represents an energy of the order of the thermal noise. The selected values of interaction
strength allowed sampling distinct scenarios in which each
of the imposed interactions varied between a small fraction
to the same order (1.00 kB T) of the thermal noise. For each
of the 50 distinct scenarios, we simulated 10 independent
trajectories of a few hours (30,62) using Langevin dynamics (Material and Methods) and obtained an ensemble of
∼400 conformations per parameter set (Figures 2F–J for illustrative snapshots at the end of the simulations).
To select the optimal interaction model, we computed
predicted contact maps at 30 kbp resolution (Figures 2K–
O and Materials and Methods) on the generated 3D models and compared them with the experimental Hi-C maps
(44,45). The comparisons included the Spearman correla-
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Figure 2. Parameterization of epigenomics-based interactions. (A–E) Networks representing the investigated sets of epigenomics-driven interactions. A
link between two nodes represents a specific interaction. Other combinations are presented in Supplementary Figures S2–S4. (F–J) Illustrative snapshots
of conformations obtained for each interaction network in the case of optimal consistency with the experiments (see panels P–T). Particles’ colours reflect
their epigenomic state. These and other graphical representations of model chromosomes were rendered with the VMD graphical package (130). (K–O)
Predicted contact maps for the five simulated interactions sets (top left triangles) are shown together with the cis-chromosome 4 Hi-C maps (bottom right
triangles). (P–T) The compartment strength (CS) and the Spearman correlation (SCC) analysis between the experimental and predicted contact maps
(Materials and Methods) are presented for a selection of parameters’ sets. Each Hi-C CS distribution is represented in the background of the plot with a
colored band which spans the range of values from the first to the third quartiles. Boxes highlight the optimal cases.

tion coefficient (SCC) (90,91), which captures the overall
similarity between model and experiment, and the compartment strength (CS) (71) for each epigenomic state (CH, AC,
and FH), that quantifies the degree of compartmentalization of a given state by measuring the contact enrichment
within versus between chromatin domains (Figures 2P–T,
Supplementary Figures S2–S4, and Materials and Methods).
The obtained SCC values were larger than 0.70 for all
the tested interaction models (Figures 2P–T and Supplementary Figures S2–S4) indicating that the explored models allow capturing the overall arrangement of chromosome 4. These high correlations are mainly due to the
formation of a segregated domain (Figures 2K–O) at the
chromocenter, that, in the models, is favoured by the CHdriven interactions. In fact, the addition of self-attraction
within AC or FH improves marginally the SCC only by
1%. The difference between CH-scenarios (Figures 2P–R)
is also weak (at most 0.05) with the CH repulsion scenario
overall leading to higher similarity between models and
experiments.

As expected, as the strengths of epigenomic interaction
are increased, the CS augments (Figures 2P–T and Supplementary Figures S2–S4). Interestingly, we found that optimal parameters for CS are also close to optimal for SCC,
with weak or intermediate values for interaction strengths.
For example, in the simulations where the optimal CH selfattraction (ECH = 0.30 kB T) is combined with increasing
AC self-attraction (Supplementary Figures S3 and S5), we
observed that the intra-arm contact pattern of chromosome
4, that was made of strips (∼100 kb thick), was well captured only for mild interaction strength. As the AC interaction strength was increased, the separation between enriched and depleted strips became sharper with the effect of
degrading the similarity of the CS with the Hi-C map.
The highest SCC value of 0.83 and the optimal similarity
with the Hi-C compartment strength values were obtained
for the CH-repulsive scenario (ECH-* ∼ 0.0004 kB T) together with self-attraction within active chromatin and facultative heterochromatin (EAC–AC = 0.20 kB T and EFH-FH
= 0.50 kB T) regions (Figures 2S–T). Hence, this set of interactions was used to generate genome-wide models.
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Figure 3. Genome-wide simulations: exploring the optimal epigenomics-based interactions and the effects of initial conformation. (A) Network of physical
interactions used in the genome-wide simulations. In the red rectangle, the network is decomposed to highlight the interactions of each chromatin state.
(B–P) Results of the genome-wide simulations for three alternative initial conformations: linear (B–F), V-shape from parallel pulling (G–K), and V-shape
from radial pulling (L–P). (B, G, L) Examples of initial (for a copy of chromosome 1) and (C, H, M) final (for all chromosomes) conformations. (D, I,
N) Predicted genome-wide contact maps (top left triangles) together with the corresponding experimental Hi-C map (bottom right triangles). In panel
D, the main features of the genome-wide contact maps are highlighted with overlying boxes: in black the cis-chromosome contacts accumulation, which
is a signature of the presence of chromosome territories, and in brown the contacts between chromocenters. (E, J, O) Average cis-chromosome contact
probability (P) versus genomic distance (s) is computed from simulations (black curve) and from Hi-C (red curve). The power-low decay fitted on the Hi-C
contact probability between 1 and 10 Mb is indicated with a dashed line. (F, K, P) Spearman correlation coefficients (SCC) computed to compare the
models and the Hi-C data from genome-wide maps (magenta), cis-chromosome matrices (black), and P(s) (orange). The red box highlights the optimal
case.

Genome-wide models reveal an overall preferential V-shape
for A. thaliana chromosomes
To generate genome-wide models, we prepared each of
the 10 model chromosomes (chromosomes 1 to 5 in two
copies each, Supplementary Table S1) as rod-like objects
made of stacked rosettes along the main axis (29,62), each
mimicking a simplified shape of elongated mitotic chromosomes (Supplementary Videos S2 and Supplementary Figure S6A). The positions and orientations of each chromosome were chosen randomly inside a sphere of diameter 5.0
micrometres (m), that is the typical A. thaliana nuclear size
(77).
From 50 independent replicates of these initial chromosome conformations (Figure 3B), we simulated a few hours
of the full genome dynamics (62) applying the optimal set
of parameters inferred from the single-chromosomes sim-

ulations (Figure 3A). To characterize the contact patterns
of the obtained models (representative snapshot in Figure
3C), we computed the genome-wide contact map (Figure
3D) and the average probability of contact P as a function of the genomic distance s between genomic regions
on a set of ∼2000 conformations and compared them with
the genome-wide interaction map and the P(s) obtained
from Hi-C experiments (44,45) (Figure 3E and Material and
Methods).
From the models, we recovered the contact patterns of
the Hi-C at the genome-wide scale. Cis-chromosome areas
of the contact map (see black dashed squares in Figure 3D)
had much more contacts than the trans-chromosome ones.
This feature indicates that the models well captured the organization of the nucleus into distinct chromosome territories (41–44). The epigenomics-driven models also recapitulated the contact enrichment between chromocenters of
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computing the genome-wide contact map and the P(s) (Figures 3I and J). Applying the SCC analysis to compare with
Hi-C, we observed that preconditioning the chromosomes
in V-shaped conformations allowed capturing qualitatively
and quantitatively the behaviour of the P(s), whose model
versus Hi-C SCC increased dramatically from 0.22 to 0.88
(Figures 3J and K). The comparison of the contact maps
(Figure 3K) were slightly improved (between 4 and 6% in
SCC) for the genome-wide and the cis-chromosome cases of
the acrocentric chromosomes 2 and 4, and the metacentric
chromosome 3. SCC of the other metacentric chromosomes
(chromosomes 1 and 5) were only marginally degraded (3
and 2% in SCC respectively). The distributions of compartment strength (Supplementary Figure S8) were shifted towards larger values in the V-shaped chromosomes, but yet
they were largely consistent with the Hi-C ones. The overall improvement of the results with V-shaped chromosomes
prompted us to use this chromosome shape for the rest of
the genome-wide simulations.
Interestingly, we also tested the possible formation of Vshaped chromosomes from a radial chromosome pulling
which is less biologically-founded (Figures 3L–P, Supplementary Video S4, Supplementary Figure S6C, and Materials and Methods). We found overall lower correlations with
the Hi-C (Figure 3P). In particular, the SCC of the P(s)
dropped from 0.88 for the parallel pulling case to 0.78 for
the radial one.
The epigenomics-driven models capture the nuclear organization in A. thaliana
To further characterise the models obtained from the optimal set of parameters, we looked at the preferential nuclear location of the regions assigned to each epigenomic
state (Figures 4A–E) and computed the distribution of
their radial positions (Figures 4F–J, Supplementary Figure
S9, and Material and Methods). To disentangle which of
the typical nuclear positioning was to attribute to the specific epigenomics-based interactions, we designed and performed a reference set of simulations in which the initial Vshaped chromosome positioning and the NORs and telomeres attractions were maintained, but the other interactions
were removed (see networks in Supplementary Figures S7
and S8B). The results of this variant system are shown in
the histograms in Figures 4F–J in white colour as a term
of comparison with the optimal interaction model whose
results are shown in the characteristic colour of the epigenomic state.
Interestingly, we found that the nucleolus typically assumed a round shape with a radius ∼1250 nm and occupied the centre of the model nucleus (Figures 4A and F).
The telomeres tended to localize at the nucleolar periphery (Figures 4B and G). These features were consistent with
the reference model in which NORs and telomeres were involved in the same interactions. Notably, the constitutive
heterochromatin (CH) domains typically occupied the outermost shell of the nucleus in the optimal model but not
in the reference one (Figures 4C and H), in which the CH
repulsions were removed. The active-chromatin tended to
a slightly less peripheral positioning than in the reference
interaction model (Figures 4D and I). Overall, these results
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different chromosomes (see brown squares in Figure 3D)
indicating that the effective repulsions between CH and the
other chromatin states recover both the segregation of chromocenters at the cis-chromosome scale and the effective
trans-chromosome attraction between chromocenters (41–
46,52). To quantify the similarities of the models with experiments, we computed the CS for each epigenomic state
and the SCC between the genome-wide maps, the 5 cischromosome maps (Figure 3F) in Hi-C and in our predictions. The comparisons between contact maps resulted in
similar CS distributions (Supplementary Figure S8A) and
significant SCC values. We found that the minimal SCC of
0.44 was obtained for the genome-wide contact maps, where
the size of the compared samples is ∼7 000 000, and that
in the per-chromosome comparisons the SCCs were always
larger than 0.70 (sample-size > 180,000).
Interestingly, we found a discrepancy between the experimental and the predicted contact probabilities P(s) (Figure
3E). The experimental P(s) exhibits two regimes: at short
and intermediate genomic distances (100 kb < s < 10 Mb)
P(s) decays as s−0.84 , which is very well captured by the models. But, at larger genomic distances (s > 10 Mbp), corresponding to the typical range of inter-arm contacts, the observed increase of P(s) in Hi-C is missing in our prediction.
Confirming the visual impression, we found a weak SCC
value ( = 0.22 for sample-size = 1,014) when comparing the
predicted and observed P(s) (Figure 3F).
To account for the inter-arm increase of contacts in the
Hi-C maps, we designed a novel strategy to precondition
the chromosome models as V-shaped arrangements (Figure
3G). The preconditioning attempted to incorporate an effective memory of chromosome structure throughout the
cell cycle, which was suggested by Carl Rabl already in
1885 (92) based on microscopy observations of dividing
cells in salamanders. Additional elements in favour of a
persistent V-shape organization of interphase chromosomes
were provided by modelling studies in several species, including yeast (93–96), drosophila (97), and human (98). In
A. thaliana, during anaphase chromosomes are pulled, centromeres first, towards opposite poles of the mother cell
(52,99). This results in a V-shape organization for metacentric chromosomes 1, 3 and 5 and in hook-like structures for
acrocentric chromosomes 2 and 4. Assuming that chromosomes exhibit inherent properties of long-polymers in dense
or semi-dilute solutions (31,32,100), we hypothesize that
chromosomes will maintain an effective memory of these
V-like shapes during interphase.
Accordingly, we initially arranged each chromosome
in a linear (rod-like) shape (Supplementary Figure S6A)
and then pulled it by the kinetochore (centromere) with
harmonic forces along parallel directions (Supplementary
Video S3 and Supplementary Figure S6B). To allow for the
dragging of the entire chromosome structure, during the
pulling process we pinned the chromosomes in a looped
conformation using harmonic bonds bridging regions at a
typical separation of ∼40 kb (14 model beads) (Supplementary Methods).
We simulated 50 replicates of the system with V-shaped
chromosomes using the optimal epigenomics-driven interactions and characterized quantitatively the obtained
conformations (representative snapshots in Figures 3G–H)
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are consistent with experimental evidence on the typical positioning of the nucleolus at the nuclear centre (41,49,50),
of telomeres at the nucleolar periphery (42–46), and of heterochromatic regions at the nuclear periphery (46,52).
Next, we tested whether the preferential locations of the
nucleolus and heterochromatin are also consistent with the
fact that the telomeres, and chromocenters of chromosomes
2 and 4 (which host the NORs) associate with the nucleolus forming the so-called nucleolar-associated domains
(NADs) (50), which are stable landmarks of the A. thaliana
genome organization and are maintained under heat stress
conditions (101). In A. thaliana, NADs correspond to repetitive elements that are transcriptionally silenced by repressive histone modifications and DNA methylation. To identify the predicted NADs in the nuclear models, we computed per each 3 kb-region (one bead) in the models the
number of contacts with the NORs particles within a distance cutoff of 200 nm (Materials and Methods). In agree-

ment with the experiments (50), we found that the top 10%
regions making contacts with the NORs particles are the
telomeric regions of each chromosome and the short arms
of chromosomes 2 and 4 (Figure 4K). As a consequence,
also the chromocenters of chromosomes 2 and 4 are involved in many contacts with the nucleolus and are typically
found in a perinucleolar location in agreement with the experimental data (46,52).
Next, we tested whether the typical location of the heterochromatic regions at the nuclear periphery is also consistent with the experimental evidence that groups of chromocenters coalesce together in 8.6 ± 0.2 distinct foci (46).
Specifically, in each snapshot of the trajectories, we considered the regions composing each of the 10 centromeres (as a
proxy of the chromocenters, Supplementary Table S1) and
associated to each of them a sphere centred at the centre of
mass of the beads with a radius equal to their radius of gyration (Figure 4L). Per each chromocenters pair, we com-
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Figure 4. Nuclear positioning of the epigenomic states. (A–E) Representative snapshots of the nuclear localization of 3 kb-beads for each epigenomic
state. (F–J) Probability to find a bead in concentric shells (thickness 250 nm) of the nucleus for each epigenomic state for the optimal interaction model
(Figure 3A) (coloured bars). White bars illustrate the results of a null model (Supplementary Figure S7B) where all but NORs and telomeres interactions
are switched off. The significantly enriched/depleted shells with respect to the null model (two-sided Wilcoxon statistical test with P-value < 0.0001) are
marked with asterisks. Similar conclusions can be derived by varying the thickness of the shells to 125 or 500 nm (Supplementary Figure S9). (K) Predicted
number of contacts within 200 nm with NORs particles along the different chromosomes. The top 10% of the contacting regions are highlighted in red.
(L) Each group of centromeric beads per chromosome is represented by a sphere (radius = the radius of gyration of the constitutive particles; centre =
their centre of mass). Spheres with a volume overlap larger than 34% the volume of the smaller sphere are part of the same focus. (M) Number of distinct
centromeric foci per simulated conformation (dark green bars) and per experimental single cell (46) (light green bars). Error bars were computed as the
square root of the average value under the hypothesis of a Poissonian distribution. For each bin, we tested if the predicted average frequency is similar to the
observed experimental counts (null hypothesis) by computing the P-value of the predictions assuming Poisson distribution for experiments. All P-values
were higher than 0.02 making impossible to reject the null hypothesis.
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NORs and heterochromatin interactions shape the nuclear organization in A. thaliana
To test the role of each epigenomics-based interaction, we
generated models for eight variant cases in which we modified the interactions involving one chromatin state at a time.
Specifically, we perturbed the optimal interaction model
(Figure 3A) by removing the self-attraction among NORs
and telomeric regions (Figure 5A and Supplementary Figure S12), removing the repulsions between CH beads and
the other epigenomic states (Figure 6A and Supplementary
Figure S15), removing the self-attraction between AC regions (Supplementary Figure S10), and removing the selfattraction between FH beads (Supplementary Figure S11).
To further test the role of the nucleolus and of the constitutive heterochromatin, we varied the size of the NORs
particles (Figure 5B–C and Supplementary Figures S13–
S14), and tested the alternative CH interactions schemes of
Figures 2B and C, where the constitutive heterochromatin
was self-attractive and self-attractive+repulsive respectively
(Supplementary Figures S15 and S16).
Each of the variants was compared to the optimal model
by considering the radial distributions of chromatin states
and by performing a SCC analysis on the genome-wide contact maps.
We found that removing only the self-attraction of the
NORs and the telomeric beads and maintaining the other
epigenomic-driven interactions caused dramatic nuclear rearrangements involving all the chromosomes. As expected,
the compact nucleolus was disrupted (Figure 5D, representative snapshot) and the NORs regions were spread over the
entire nucleus, resulting in an enrichment of NORs beads
at the nuclear periphery and a depletion at the centre with
respect to the optimal interaction model (Figure 5G). Interestingly, these findings are qualitatively consistent with the
imaging data in human Dnmt1-deficient cells where the nucleolus is disrupted and the nucleolar rRNA genes are scattered throughout the nucleus (103). The telomeres expectedly lost their preferential perinucleolar positioning and relocalized in more peripheral shells of the nucleus (Supplementary Figure 12B). The perturbation of NORs interac-

tions also affected the nuclear positioning of the constitutive heterochromatin, active chromatin and facultative heterochromatin, that are found in more central nuclear positions despite the maintenance of the epigenomics-driven interactions (Figure 5J and Supplementary Figure S12C–E).
Varying the size of the self-attracting NORs particles had
also large impacts on the nuclear positionings of all the
chromatin states. Small NORs beads induced the formation of a smaller nucleolus of radius about 1 m (Figures
5E and 5H) and allowed all the other chromatin states to
occupy more central nuclear positions (Supplementary Figures S13C–E). In particular, the constitutive heterochromatin (which maintained its repulsive interactions) lost its
preferential peripheral positioning (Figure 5K) indicating
that, in our prediction, the nucleolar push is necessary to
recapitulate the expected CH positioning at the nuclear periphery. This is confirmed by the simulations performed
with larger NORs beads that lead to a nucleolus that occupies almost the entire nucleus (Figures 5F and I) and that
pushes all the chromatin states towards the nuclear periphery with an enhanced effect for CH (Figure 5L and Supplementary Figures S14C–E).
Interestingly, the large changes in nuclear positioning induced by each of the NORs’ variant systems had a marginal
effect on the respective contact patterns. The corresponding
genome-wide contact maps, that did not include the NORs
regions for consistency with the Hi-C interaction maps, appeared to be visually very similar to the one obtained for
the optimal interaction model (Figures 5M–O) and quantitatively correlated equally well with the Hi-C interaction
maps (Supplementary Figures S7C–E).
The removal of the repulsive interactions between CH
beads and the other epigenomic states (Figure 6A) had the
effect to push the heterochromatic regions towards the nuclear centre so that CH beads are less probably found in
the outermost nuclear shell than in the optimal interaction
model (Figures 6D and G). Notably, the CH neutrality also
marginally affected the nuclear location of the other epigenomic (AC and FH) states by pushing them slightly towards
the nuclear centre (Supplementary Figures S15D–E). Interestingly, the main reverberation of the CH perturbation appears in the genome-wide contact map. Specifically, the signatures of the segregation of the centromeric regions are visually lost, and the trans-chromosome sections of the map
are different from the correspondent parts in the optimal interaction case (Figure 6J). Quantitatively, the similarity of
the model and the Hi-C contacts map were degraded with
respect to the optimal model both in terms of the Spearman
correlation (SCC = 0.43 vs SCC = 0.49 for the optimal),
and the CS distribution that was only marginally matching
the Hi-C (Supplementary Figures S7F and 8F). Although
the average contact probability as a function of the genomic
separation, P(s), is captured accurately (SCC = 0.93) (Supplementary Figure S7F).
The two variant simulations in which the constitutive heterochromatin (CH) was involved in purely self-attractive
(Figure 6E) and in combined self-attractive and repulsive
(Figure 6F) interactions also showed significant differences
with the optimal model case. Neither of the two scenarios leaded to a significant peripheral localization of CH as
the optimal case (Figures 6H and I) demonstrating that, al-
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puted the overlap volume between the two representative
spheres. To compare with experiments (46), we selected the
threshold of the significant overlap to 0.34 so that the average number of distinct chromocenters in the model nuclei
over the 50 replicates simulations is 8.6 that matches the average number measured experimentally (8.6 ± 0.2). Overall, the distribution computed from the models is slightly
skewed towards larger numbers of foci than the experimental one (Figure 4M). Yet, the corresponding distribution of
chromocenters’ numbers resembles the experiments with all
the predicted values per bin showing no significant differences with the experimental measures. The differences with
the prediction might be also due to an underestimation of
the linear size of the centromeric regions in the A. thaliana
reference genome, which was used to define the length of the
model chromosomes (102). Larger centromeric sequences
would likely favour co-localisation in the models and skew
the predicted distribution in Figure 4M closer to experimental data.
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Figure 5. NORs shape the A. thaliana nuclear organization. (A–C) Perturbed interaction networks. The interactions that are removed from the optimal
case are crossed in magenta. The cartoons of the polymers illustrate the variation in size of the NORs beads. (D–F) Illustrative snapshots for NOR beads in
each of the perturbed systems shown in panels A–C. (G–L) Distributions of the radial positions of the 3kbp-regions in the perturbed systems (dark colour)
compared to the optimal interaction model (light colour) for the NORs (G–I) and the CH (J–L) (epi)genomic states. Significant differences (two-sided
Wilcoxon test P-value < 0.0001) are marked with asterisks. (M–O) Genome-wide contact maps for the perturbed cases (top left triangles) vs maps obtained
from the optimal interaction model (bottom right triangles). Complementary results on the simulations presented here are shown in Supplementary Figures
S12–S14.
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Figure 6. The constitutive heterochromatin interactions impact their specific nuclear positioning. (A–C) The variant interaction networks for constitutive
heterochromatin are illustrated using the same conventions as in Figure 2. The interactions that are removed from the optimal case are crossed in magenta.
(D–F) Illustrative snapshots for the CH beads are shown for the interaction models in panels scenarios in A–C. (G–I) Distributions of the radial positions
of the 3 kb-regions in the perturbed systems (dark colour) compared to the optimal interaction model (light colour). Significant differences (two-sided
Wilcoxon test P-value < 0.0001) are marked with asterisks. (J–L) Genome-wide contact maps for the perturbed cases (top left triangles) versus maps obtained from the optimal interaction model (bottom right triangles). Complementary results on the simulations presented here are shown in Supplementary
Figures S15–S17.
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The model plasticity allows accommodating fine-scale structural properties: the KNOT engaged elements (KEEs) and the
local polycomb-like domains
To test whether adding specific sets of interactions (both
epigenomics-driven or not) may help to recover structural
properties at fine-scale without compromising the ones at
large-scale, we studied more in detail the structural role of
the KNOT engaged elements, KEEs (aka Interacting Heterochromatic Islands (IHIs)) (42,43) and of the facultative,
polycomb-like (FH) heterochromatin (Figure 7 and Supplementary Figures S18 and S19). In particular, we tested
whether we could recover the formation of long-range interactions between the 10 KNOT Engaged Elements (aka
IHIs) that had been identified in Hi-C contact maps of
A. thaliana (42,43). KEEs appear as strong cis- and transchromosome peaks in the Hi-C interaction maps. Notably,
we found that the KEEs associated peaks were completely
absent in the predictions of the optimal epigenomics-driven
model (Supplementary Figure S19A) indicating that it is
unlikely that such contacts are promoted by epigenomicsdriven interactions alone. In fact, in our analysis the KEEs
were not enriched in any of the four epigenomic states (Supplementary Figure S18), consistent with other ChIP-seq
analysis that suggested that KEEs are not associated with
a specific chromatin state (42,44,79).
Association rates of four KEEs’ pairs (KEE6–KEE1
20%, KEE5–KEE4 35%, KEE6–KEE3 66%, KEE5–
KEE10 16% with an average of 34%) were previously measured by Fluorescent In Situ Hybridization (FISH) (43),
which showed an average of 34% co-localization of KEEs
pair. To enforce their mutual spatial proximity, we applied
long-range harmonics (both cis- and trans-chromosomes)
between the central beads of KEEs’ pairs (Materials and
Methods). To use the minimal set of harmonics and the
minimal possible forces, we computed the distances between
all the pairs of KEEs central beads (both in cis- and transchromosome) in the 50 final snapshots obtained from the
optimal model simulations and ranked the pairs for increasing mutual distance. On the same 50 snapshots (representative snapshot in Figure 3H), we applied harmonics (Material and Methods) between the closest 34% (or, when available, the specific FISH association rate (43)) of each KEEs
pair to promote their spatial colocalization.

We found that the plasticity of the models allowed accommodating all the KEEs interactions and that the generated contact pattern around KEEs pairs was a cross appearing in the inter KEEs portions of the contact map (Figure 7A). This specific pattern was due to the applied constraints that bring into spatial proximity only the central
beads. However, recovering the KEEs contacts largely affected the large-scale chromosome rearrangements as it is
conveyed visually by the genome-wide contact map (Figure
7B) and quantitatively by the Spearman correlation with the
Hi-C interaction map, that degrades both genome-wide and
in each cis-chromosome parts with respect to the optimal
interaction model (Supplementary Figure S19D).
Next, we focussed on local structural features involving
the 162 gene clusters enriched in the H3K27me3 polycombrelated histone mark (median length 7.5 kb and maximum
length 95 kb) which have been identified in the A. thaliana
genome (56). In the Hi-C interaction map, these clusters
form a local plaid pattern indicating the presence of interactions within and between them. We considered a 4
Mb region (chr4:6 700 000–10,700 000) (Figure 7C) centred at the longest gene cluster, the 95 kb-long cluster-100 of
(56). Interestingly, we observed that the FH self-attraction
already present in the optimal models (Figure 3A) were
primed to capture the formation of these local contact domains between H3K27me3-enriched gene clusters (Figure
7E). These domains were not recapitulated in the perturbed
system where the FH self-attraction is removed (Figure 7D–
F). This finding suggests that we could recover structural
features at the scale of a few hundreds of kilobases, that were
close to the limit of the model coarse-graining (∼300 kb).
DISCUSSION AND CONCLUSION
We studied how and to what extent epigenomics-driven
interactions shape the structural organization of the Arabidopsis thaliana genome. For this purpose, we developed
a computational strategy based on an underlying polymer
model that, decorated with epigenomics-based interactions
(attractions and repulsions) and simulated via molecular
dynamics, allowed generating accurate genome-wide structures of the A. thaliana chromosomes coarse-grained at 3
kb.
Overall, we found a constitutive organizational role for
the attraction between the nucleolar organizing regions
NOR2 and NOR4, and for the repulsions of the constitutive
heterochromatin (CH) regions and the rest of the genome.
Interestingly, these interactions, that are part of the optimal interaction model, allow recovering several established
experimental results (Figure 3 and 4). Specifically, the formation and the central nuclear positioning of the nucleolus (41,49,50), the close positioning of NADs to the nucleolus itself (50,101), the peripheral positioning of the CH regions (46,52,104), and the coalescence of chromocenters in
discrete foci (42,43,46) were all recapitulated in our models. Importantly, these accurate predictions were lost in alternative models we tested. When we removed the NORs
self-attraction, or varied the NORs particles size, the positioning of all epigenomic domains were strongly perturbed
(Figure 5 and Supplementary Figures S12–S14). These tests
indicate that the nucleolus has a major effect on the nuclear
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though the overall compliance with the Hi-C data (Figures
6K and L) is similar with the optimal case both in terms
of Spearman correlation (Supplementary Figures S7G–H)
and compartment strength (Supplementary Figures 8G and
H), the different types of CH-interactions had an impact on
its recruitment at the nuclear periphery, that could in turn
precondition CH to a tethering with the nuclear lamina.
Similarly to CH, AC and FH were also significantly brought
towards the nuclear center in the alternative scenarios (Supplementary Figures S15–S17).
The perturbations of the AC and FH interactions (Supplementary Figures S10–S11), that involved a sizeable fraction of the genome (52% and 14%, respectively) had only
negligible effects on both the radial positioning of the corresponding chromosome regions and the genome-wide contact pattern.
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organization including the peripheral location of constitutive heterochromatin. When we removed the CH repulsions
or we substituted it with CH self-attraction, the preferential
peripheral positioning of heterochromatic regions was also
lost (Figure 6 and Supplementary Figures S15 and S16).
The major role of nucleolus and centromeres to shape the
nuclear organization in A. thaliana is consistent with previous findings from genome modelling (58), that we largely
extend by providing mechanistic insights. We modelled the
formation of the nucleolus by the aggregation of the selfattractive constitutive NORs regions and by preconditioning them at the nuclear centre. We also tested that the NOR
self-attractions are essential to maintain both a compact
and central nucleolus (Figure 5) implying that the preconditioning and non-specific interactions, such as the depletion
effect which may act due to the different size of the NOR
beads, are not enough to achieve accurate structural organization. Our computational protocol for the formation of
the nucleolus is also one of the first attempts of its kind in
the modelling of the 3D genome organization higher eukaryotes. The only exception is yeast in which the rDNA
sequence on chromosome XII has been modelled with an
effective repulsion (94) or with ad hoc confinements (95,96).
Our findings also reveal that the segregation of the chromocenters, their preferential positioning at the nuclear periphery, and their association in discrete clusters can be ex-

plained by epigenomics-driven effective repulsions of the
constitutive heterochromatin with the other epigenomic
states. In A. thaliana, the nuclear envelope hosts the nucleoskeleton (105), a peripheral matrix that is functionally
similar to the nuclear lamina in animal cells (106,107). It
has been demonstrated that the proteins crwn1 in presence of crwn4 and non-CG DNA methylation (105,108) can
bridge to the nucleoskeleton specific genomic regions, called
Plant Lamina-Associated Domains (PLADs). Similarly to
the LADs in animals (71,109,110), PLADs are enriched in
repressive chromatin marks and silenced chromatin but are
not in perfect correspondence with heterochromatin. Here,
our simulations suggest that the repulsion of the CH with
the other chromatin states may favour the recruitment of
chromocenters at the nuclear periphery significantly more
than the CH self-attraction (Figure 6H) and may precondition these regions for the dynamical tethering at the peripheral matrix by crwn1 and crwn4 proteins. However, it
is also likely that the CH self-attraction scenario combined
with attractive interactions between PLADs and the nucleoskeleton may also lead to a proper peripheral positioning
as suggested by recent models in mammals (71,110).
Together with NORs and CH interactions, another important finding of our study is that different initial shapes
of chromosomes have a huge impact in recovering experimental evidence. We showed here that preconditioning the
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Figure 7. Plasticity of the optimal models in response to long-range and local interactions. (A) Average contact map of a 1Mbp-region around the KNOT
Engaged Elements (KEEs) for the KEEs-restrained models. (B) Genome-wide contact maps in the KEEs-restrained case (top left triangle) and from
experiments (bottom right triangle). (C, D) Predicted (top left triangles) vs experimental (bottom right triangles) contact maps at 30 kbp resolution in the
chr4:6 700 000–10 700 000 bp region for the optimal set of parameters used in Figures 3 and 4 (C) or the FH-perturbed case in which the self-attraction
between polycomb-like beads is switched off (D). (E, F) Zoomed views of (C, D) around the largest gene cluster (cluster 100 of (56)) (chr4:8 668 000–9
109 000 bp at 3 kb resolution). Black squares show the positions and extents of the gene clusters enriched in H3K27me3 mark (56). The formation of
polycomb-promoted domains, which is recapitulated in the optimal model (E), fades away in the absence of FH self-attraction (F). On the left of each map,
blue lines indicate the positions of polycomb-like beads.
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matin (FH) may model the phase-separation effects induced
by polycomb group (PcG) proteins binding to repressive histone marks (88,89).
Interestingly, comparably weak epigenomics-driven interactions have been found in similar studies on flies (37)
and humans (34–36,72–73). In the latter, the chromatin
states are linearly organized into large (∼100 kb) blocks
(123,124) that concur to the formation of chromatin compartments in humans and TADs in flies. However, in A.
thaliana the linear organization of the epigenomic states
(Figure 1A and Supplementary Figure S1) (44,78,79) is
characterized by small domains (median ∼10 kb) interspersed along all chromosomes, that may explain why we
do not observe strong epigenomics-related compartments
or TADs in A. thaliana ( 42–45).
Additionally, the optimal models presented a degree of
plasticity that allowed enforcing and satisfying the longrange contacts between pairs of KNOT Engaged Elements
(KEEs). This mechanism might result from the molecular
action of nuclear myosins that have been shown to promote
long-range genomic contacts in mammals (125–127). However, we found in these simulations overall lower correlations between model contact patterns and Hi-C (Figure 6).
This result suggests that the formation of KEEs interactions
cannot be modelled by long-range harmonics applied on the
optimal models, but has to be ascribed to alternative mechanisms. We may speculate, for instance, possible tethering
of all (or part of) the KEEs to nuclear landmarks, as it is
the case of the centromeres in yeast that are attached to the
spindle pole body via microtubules (128). Also, short-range
interactions could promote KEEs contacts, but, to be properly described using polymer modelling, they need a specific
preconditioning procedure, such as the ones applied in this
work for the nucleolus formation.
In conclusion, we show that using polymer models and
epigenomics-driven interactions it is possible to predict the
genome organization of A. thaliana and to discern the crucial role of NORs and heterochromatin in shaping its 3D
genome. Additionally, we demonstrate that within the same
modelling framework fine-scale genomic features, such as
H3K27me3-enriched gene clusters and KEEs, can be quantitatively tested. Our fine-grained analysis unveils that our
approach can also be used to test reliably and quantitatively local genomic structural features (close to the coarsegraining limit), and also demonstrates that polymer modelling can robustly propose or rule out possible mechanisms
underlying the formation of the contact patterns by verifying simultaneously their effect at large and local genomic
scales. The computational modelling introduced here for A.
thaliana will help to unravel the mechanisms behind the genomic organization not only in other complex plant species
such as wheat and rice but also in many eukaryotes in which
the nucleolus and heterochromatin are highly conserved elements.
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chromosome structures in a V-shape state, as expected for
(sub)metacentric chromosomes, dramatically improves the
description of the contact probability vs. the genomic distance, P(s) (Figures 3I–J). This finding is to ascribe to
topological constraints that allow long polymers (that are
viable models for chromosomes (111)) keeping a partial
memory of their initial arrangements over long timescales
(29,32,100). The models allow discerning that the V-shapes
obtained from the parallel (not radial) pulling of all chromosomes by the centromeres generate the most accurate
models (Figures 3K and P). The role of the initial conformation in our simulations is emphasized by the fact that our
models avoid chain crossings. In the nucleus, DNA topoisomerase type II allows DNA filaments to pass through
each other, but its role in regulating the large scale chromosome organization is still highly unclear. It has been suggested, in fact, that facilitated chain crossing would prevent
the formation of chromosome territories (112), lead to different scaling properties for P(s) than experimentally determined (16,113), and favour the formation of complex physical knots that is incompatible with the low entanglement
observed and predicted in chromosomes (111,36,114,115).
However, the role of chain crossings and genome topology
still deserves attention (100) since it has been shown that
knots do form in eukaryotic minichromosomes in vivo (116)
and may be favoured by the accumulation of entanglements,
for instance during transcription (117).
Interestingly, our optimal parallel pulling protocol resembles to some extent the large-scale dynamics during
cell division in A. thaliana when the chromosomes of each
daughter cell, after the first transient dynamics, move in parallel, centromere first, towards opposite poles of the mother
cell (52,99). We also wish to point out that we gathered
this insight by analysing the P(s) from the Hi-C datasets.
This fact is a clear example that the Hi-C contact patterns,
once they are properly interpreted, can inform on the large
scale chromosomes organization and that 3D modelling approaches offer a viable bridge to contextualize and quantitatively reconcile imaging and Hi-C results (69,118). This
partial memory of the initial V-shape parallels the evidence
collected in other species with (sub)metacentric chromosomes like in yeast, human and fly where the contact probability also exhibits an increase at genomic scales corresponding to inter-arm contacts (20,17,94–98).
Interestingly, the optimal interaction model we found is
largely consistent with known protein- and RNA-mediated
interactions which may shape the chromatin structure in
vivo. Specifically, the formation of the nucleolus by the attraction of the NORs in chromosome 2 and 4 may suggest
an architectural role for ribosomal RNA (rRNA), RNA
Polymerase I, and transcription factors that are enriched
at the nucleolus (119–122). The repulsion of constitutive
heterochromatin (CH) is consistent with the evidence that
the heterochromatin complex 1 (HP1) binds to repressive
histone marks (e.g. H3K9me2) and possibly forms insoluble protein droplets (82,83) that effectively increase the local chromatin volume. Similarly, the self-attraction of active chromatin (AC) could take effectively into account
the binding of RNA PolII or transcription factors to active genes priming a micro-phase separation phenomenon
(86,87), and the self-attraction of facultative heterochro-
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were extracted from the Supplementary Table 4 of (44). All
scripts for simulations and data analysis used for this study
are available on Github at https://github.com/MarcoDiS/
Athaliana simulations/.
SUPPLEMENTARY DATA
Supplementary Data are available at NAR Online.

We are grateful to the members of the Marti-Renom and
Jost labs, and to Paula Soler-Vila, Cédric Vaillant and Ralf
Everaers for useful discussions.
FUNDING
European Union’s H2020 Framework Programme through
the ERC [609989 to M.A.M.-R.]; Spanish Ministry of Science and Innovation [BFU2017-85926-P to M.A.M.-R.];
Spanish Ministry of Science and Innovation to the EMBL
[to C.R.G.]; Centro de Excelencia Severo Ochoa 2013–
2017 [SEV-2012-0208]; CERCA Programme/Generalitat de
Catalunya, Spanish Ministry of Science and Innovation
through the Instituto de Salud Carlos III; Generalitat de
Catalunya through Departament de Salut and Departament d’Empresa i Coneixement; Spanish Ministry of Science and Innovation with funds from the European Regional Development Fund (ERDF) corresponding to the
2014–2020 Smart Growth Operating Program; Agence Nationale de la Recherche [ANR-18-CE12-0006-03, ANR18-CE45-0022-01 to D.J.]; Royal Society [University Research Fellowship UF160138 to H.W.N.]; STSM Grant
from COST Action CA17139. Funding for open access
charge: COST Action INC (CA18127), supported by COST
(European Cooperation in Science and Technology).
Conflict of interest statement. None declared.
REFERENCES
1. Misteli,T. (2007) Beyond the sequence: cellular organization of
genome function. Cell, 128, 787–800.
2. Gibcus,J.H. and Dekker,J. (2013) The hierarchy of the 3D genome.
Mol. Cell, 49, 773–782.
3. Bonev,B. and Cavalli,G. (2016) Organization and function of the 3D
genome. Nat. Rev. Genet., 17, 661–678.
4. Sexton,T. and Cavalli,G. (2015) The role of chromosome domains in
shaping the functional genome. Cell, 160, 1049–1059.
5. Dekker,J. and Mirny,L. (2016) The 3D Genome as moderator of
chromosomal communication. Cell, 164, 1110–1121.
6. Bonev,B., Mendelson Cohen,N., Szabo,Q., Fritsch,L.,
Papadopoulos,G.L., Lubling,Y., Xu,X., Lv,X., Hugnot,J.-P.,
Tanay,A. et al. (2017) Multiscale 3D genome rewiring during mouse
neural development. Cell, 171, 557–572.
7. Stadhouders,R., Vidal,E., Serra,F., Di Stefano,B., Le Dily,F.,
Quilez,J., Gomez,A., Collombet,S., Berenguer,C., Cuartero,Y. et al.
(2018) Transcription factors orchestrate dynamic interplay between
genome topology and gene regulation during cell reprogramming.
Nat. Genet., 50, 238–249.
8. Paulsen,J., Liyakat Ali,T.M., Nekrasov,M., Delbarre,E.,
Baudement,M.-O., Kurscheid,S., Tremethick,D. and Collas,P. (2019)
Long-range interactions between topologically associating domains
shape the four-dimensional genome during differentiation. Nat.
Genet., 51, 835–843.

Downloaded from https://academic.oup.com/nar/advance-article/doi/10.1093/nar/gkaa1275/6097670 by guest on 19 January 2021

ACKNOWLEDGEMENTS

9. Dixon,J.R., Jung,I., Selvaraj,S., Shen,Y., Antosiewicz-Bourget,J.E.,
Lee,A.Y., Ye,Z., Kim,A., Rajagopal,N., Xie,W. et al. (2015)
Chromatin architecture reorganization during stem cell
differentiation. Nature, 518, 331–336.
10. Zheng,H. and Xie,W. (2019) The role of 3D genome organization in
development and cell differentiation. Nat. Rev. Mol. Cell Biol., 20,
535–550.
11. Dekker,J., Rippe,K., Dekker,M. and Kleckner,N. (2002) Capturing
chromosome conformation. Science, 295, 1306–1311.
12. Cremer,T. and Cremer,C. (2001) Chromosome territories, nuclear
architecture and gene regulation in mammalian cells. Nat. Rev.
Genet., 2, 292–301.
13. Boyle,S., Gilchrist,S., Bridger,J.M., Mahy,N.L., Ellis,J.A. and
Bickmore,W.A. (2001) The spatial organization of human
chromosomes within the nuclei of normal and emerin-mutant cells.
Hum. Mol. Genet., 10, 211–219.
14. Bolzer,A., Kreth,G., Solovei,I., Koehler,D., Saracoglu,K., Fauth,C.,
Müller,S., Eils,R., Cremer,C., Speicher,M.R. et al. (2005)
Three-dimensional maps of all chromosomes in human male
fibroblast nuclei and prometaphase rosettes. PLoS Biol., 3, e157.
15. Branco,M.R. and Pombo,A. (2006) Intermingling of chromosome
territories in interphase suggests role in translocations and
transcription-dependent associations. PLoS Biol., 4, e138.
16. Lieberman-Aiden,E., van Berkum,N.L., Williams,L., Imakaev,M.,
Ragoczy,T., Telling,A., Amit,I., Lajoie,B.R., Sabo,P.J.,
Dorschner,M.O. et al. (2009) Comprehensive mapping of
long-range interactions reveals folding principles of the human
genome. Science, 326, 289–293.
17. Sexton,T., Yaffe,E., Kenigsberg,E., Bantignies,F., Leblanc,B.,
Hoichman,M., Parrinello,H., Tanay,A. and Cavalli,G. (2012)
Three-dimensional folding and functional organization principles of
the Drosophila genome. Cell, 148, 458–472.
18. Wang,S., Su,J.-H., Beliveau,B.J., Bintu,B., Moffitt,J.R., Wu,C.-T.
and Zhuang,X. (2016) Spatial organization of chromatin domains
and compartments in single chromosomes. Science, 353, 598–602.
19. Imakaev,M., Fudenberg,G., McCord,R.P., Naumova,N.,
Goloborodko,A., Lajoie,B.R., Dekker,J. and Mirny,L.A. (2012)
Iterative correction of Hi-C data reveals hallmarks of chromosome
organization. Nat. Methods, 9, 999–1003.
20. Rao,S.S.P., Huntley,M.H., Durand,N.C., Stamenova,E.K.,
Bochkov,I.D., Robinson,J.T., Sanborn,A.L., Machol,I., Omer,A.D.,
Lander,E.S. et al. (2014) A 3D map of the human genome at
kilobase resolution reveals principles of chromatin looping. Cell,
159, 1665–1680.
21. Boettiger,A.N., Bintu,B., Moffitt,J.R., Wang,S., Beliveau,B.J.,
Fudenberg,G., Imakaev,M., Mirny,L.A., Wu,C.-T. and Zhuang,X.
(2016) Super-resolution imaging reveals distinct chromatin folding
for different epigenetic states. Nature, 529, 418–422.
22. Xu,J., Ma,H., Jin,J., Uttam,S., Fu,R., Huang,Y. and Liu,Y. (2018)
Super-resolution imaging of higher-order chromatin structures at
different epigenetic states in single mammalian cells. Cell Rep., 24,
873–882.
23. Dixon,J.R., Selvaraj,S., Yue,F., Kim,A., Li,Y., Shen,Y., Hu,M.,
Liu,J.S. and Ren,B. (2012) Topological domains in mammalian
genomes identified by analysis of chromatin interactions. Nature,
485, 376–380.
24. Nora,E.P., Lajoie,B.R., Schulz,E.G., Giorgetti,L., Okamoto,I.,
Servant,N., Piolot,T., van Berkum,N.L., Meisig,J., Sedat,J. et al.
(2012) Spatial partitioning of the regulatory landscape of the
X-inactivation centre. Nature, 485, 381–385.
25. Bintu,B., Mateo,L.J., Su,J.-H., Sinnott-Armstrong,N.A., Parker,M.,
Kinrot,S., Yamaya,K., Boettiger,A.N. and Zhuang,X. (2018)
Super-resolution chromatin tracing reveals domains and cooperative
interactions in single cells. Science, 362, eaau1783.
26. Szabo,Q., Jost,D., Chang,J.-M., Cattoni,D.I., Papadopoulos,G.L.,
Bonev,B., Sexton,T., Gurgo,J., Jacquier,C., Nollmann,M. et al.
(2018) TADs are 3D structural units of higher-order chromosome
organization in. Sci Adv, 4, eaar8082.
27. Le Dily,F., Vidal,E., Cuartero,Y., Quilez,J., Nacht,A.S., Vicent,G.P.,
Carbonell-Caballero,J., Sharma,P., Villanueva-Cañas,J.L.,
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Serra,F., Baù,D., Goodstadt,M., Castillo,D., Filion,G.J. and
Marti-Renom,M.A. (2017) Automatic analysis and 3D-modelling of
Hi-C data using TADbit reveals structural features of the fly
chromatin colors. PLoS Comput. Biol., 13, e1005665.
Marco-Sola,S. and Ribeca,P. (2015) Efficient alignment of
illumina-like high-throughput sequencing reads with the GEnomic
Multi-tool (GEM) mapper. Curr. Protoc. Bioinformatics, 50,
11.13.1–11.13.20.
Vidal,E., le Dily,F., Quilez,J., Stadhouders,R., Cuartero,Y., Graf,T.,
Marti-Renom,M.A., Beato,M. and Filion,G.J. (2018) OneD:
increasing reproducibility of Hi-C samples with abnormal
karyotypes. Nucleic Acids Res., 46, e49.
Yan,K.-K., Yardimci,G.G., Yan,C., Noble,W.S. and Gerstein,M.
(2017) HiC-spector: a matrix library for spectral and reproducibility
analysis of Hi-C contact maps. Bioinformatics, 33, 2199–2201.
Fudenberg,G. and Imakaev,M. (2017) FISH-ing for captured
contacts: towards reconciling FISH and 3C. Nat. Methods, 14,
673–678.
Cattoni,D.I., Cardozo Gizzi,A.M., Georgieva,M., Di Stefano,M.,
Valeri,A., Chamousset,D., Houbron,C., Déjardin,S., Fiche,J.-B.,
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