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Abstract. Regulation of DNA-templated processes such as gene transcription and DNA repair depend on the interaction of a
wide range of proteins to the nucleosome, the fundamental building block of chromatin. Both solution and solid-state NMR
spectroscopy have become an attractive approach to study the dynamics and interactions of nucleosomes, despite their high
molecular weight of ~200 kDa. For solid-state NMR (ssNMR) studies, dilute solutions of nucleosomes are converted to a
dense phase by sedimentation or precipitation. Since nucleosomes are known to self-associate, these dense phases may induce
extensive interactions between nucleosomes, which could interfere with protein binding studies. Here, we characterized the
packing of nucleosomes in the dense phase created by sedimentation using NMR and small-angle x-ray scattering (SAXS)
experiments. We found that nucleosome sediments are gels with variable degrees of solidity, have nucleosome concentration
close to that found in crystals, and are stable for weeks under high-speed magic angle spinning (MAS). Furthermore, SAXS
data recorded on recovered sediments indicate that there is no pronounced long-range ordering of nucleosomes in the sediment.
Finally, we show that the sedimentation approach can also be used to study low affinity protein interactions with the
nucleosome. Together, our results give new insights into the sample characteristics of nucleosome sediments for ssNMR

studies and illustrate the broad applicability of sedimentation-based NMR studies.

1 Introduction

Both prokaryotes and eukaryotes use an advanced protein machinery to regulate the expression and maintenance of their
genome. Determining the molecular basis of the underlying interactions is crucial for our fundamental understanding of

biology and for developing new treatments for disease. In prokaryotes, the regulatory proteins have direct access to the DNA.
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Ground-breaking NMR studies made a major contribution to our understanding how such proteins search and recognize their
target DNA sequences (Boelens et al., 1987; Spronk et al., 1999; Kalodimos et al., 2001; Kalodimos et al., 2004). In eukaryotes,
the DNA is packaged in nucleosomes, a protein-DNA complex formed by ~145-147 bp of DNA that are wrapped around core
of histone proteins (Fig. 1a). The histones H2A, H2B, H3 and H4 form an octameric complex that binds the DNA. The histones
have N-terminal tails that are highly flexible and disordered protruding from the nucleosome core. Nucleosomes form an
interaction platform for a multitude of proteins and protein complexes that regulate the function of chromatin (Fasci et al.,
2018; Peng et al., 2020). Many of these bind to the histone proteins in the nucleosome, either to the histone tails or histone
core, often depending on specific post-translational modifications of one of the histone proteins (McGinty and Tan, 2016;
Speranzini et al., 2016). Nucleosomes can also be temporarily disassembled or moved as a consequence of protein interactions.
Recent evidence indicates that these processes depend or at least involve internal dynamics of the histone proteins (Sanulli et
al., 2019; Sinha et al., 2017).

Thanks to their unique sensitivity to molecular structure and dynamics, NMR studies have contributed greatly to our
understanding of nucleosomes and nucleosome-protein complexes (see for a review (van Emmerik and van Ingen, 2019)).
Thanks to the development of the methyl-TROSY approach (Tugarinov et al., 2003), it became possible to perform high-
resolution NMR studies of histone protein interactions and dynamics within the nucleosome (Kato et al., 2011; Kitevski-
LeBlanc et al., 2018). Following earlier work by the Jaroniec lab (Gao et al., 2013), our lab and the Nordenskiold lab recently
introduced ssNMR based methods to perform similar high-resolution studies on nucleosomes in a dense phase (Shi et al., 2018;
Xiang et al., 2018). These approaches do not require selective isotope-labelling of methyl groups as in methyl-TROSY solution
NMR, thus offering to track interaction surfaces and histone protein dynamics along the full backbone. We refer the interested
reader to a recent review detailing the pros and cons of the solution and solid-state based approaches (le Paige and van Ingen,
2021). We used the ssNMR approach to determine the binding site of a high-affinity nucleosome binding partner on the
nucleosome core surface (Xiang et al., 2018). Shi, Nordenskiold and co-workers used ssNMR to determine internal histone
dynamics in nucleosomes (Shi et al., 2018, 2020). Furthermore, similar studies are possible on nucleosomal arrays as models
of native chromatin arrays, where multiple nucleosomes are assembled on a single, long DNA molecule (Shi et al., 2018).

In our approach (soluble) nucleosomes are sedimented using ultracentrifugation into an ssSNMR rotor and then interrogated
using 'H-detected ssNMR (Fig. 1b). This was inspired by seminal studies showing that sedimentation of soluble proteins
results in high-quality samples for solid-state NMR, with the added benefit that sedimentation is fast, easy-to-use and does not
perturb protein folding (Bertini et al., 2011; Fragai et al., 2013; Gardiennet et al., 2016; Mainz et al., 2015), and can be used
to study protein-protein interactions (Bertini et al., 2013; Gardiennet et al., 2016). Recently, a thorough analysis showed that
protein sediments are extremely stable, giving rise to highly reproducible ssNMR spectra even years after rotor closure
(Wiegand et al., 2020). Sedimentation has long been used to study the compaction of nucleosomal arrays (Osipova et al. 1980;
Hansen et al. 1989). Nucleosomes are well known to interact with each other, mainly via interactions mediated by the histone
tails (Garcia-Ramirez et al., 1992; Kan et al., 2007; Schwarz et al., 1996) in addition to other charge-charge interactions. As a

result, nucleosome arrays can form various ladder-like or helical higher-order structures in vitro (Adhireksan et al., 2020; de
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Frutos et al., 2001; Garcia-Saez et al., 2018; Robinson et al., 2006; Schalch et al., 2005; Song et al., 2014) and this likely also
underlies the observation of nucleosome clustering in vivo (Hsieh et al., 2015; Ricci et al., 2015). Recently, it was found that
nucleosome arrays can also form condensates through liquid-liquid phase separation (Gibson et al., 2019). Notably, isolated
nucleosomes also form tail-mediated interactions with one another — so called in frans interactions (Bilokapic et al., 2018) —
and isolated nucleosomes are able to stack into columns in highly concentrated solutions, as shown schematically in Fig. 1c
(Berezhnoy et al., 2016; Bertin et al., 2007a; Leforestier and Livolant, 1997; Livolant et al., 2006; Mangenot et al., 2003a,
2003b). This strong propensity for in trans interactions could potentially be favored in the high concentration samples obtained
through the sedimentation approach used in our NMR studies. The formation of high-order structures in which specific
nucleosome surfaces are involved in inter-nucleosome interactions could both alter their intrinsic internal dynamics and reduce
their availability for protein interactions.

Here, we examined the packing of nucleosomes in the sediment and explored its impact on nucleosome-protein interaction
studies. Through careful sample analysis, we found that the nucleosome concentration in the sediment is ~2.4 mmol/dm? with
a packing ratio of ~55-60%. The sediments are devoid of pronounced long-range ordering of nucleosomes according to SAXS
experiments, indicating that inter-nucleosome interactions within the sediment are highly heterogenous and likely dynamic in
nature. To assess the impact on the study of nucleosome-protein interactions, we focused on the second PHD finger of CHD4
as a test case. This protein binds weakly to the histone H3 tail (Musselman et al., 2009), which is one of the main inter-
nucleosome contact sites (Gordon et al. 2005; Kan et al. 2007) and must thus compete with the nucleosomal DNA in order to
bind (Gatchalian et al., 2017). Upon addition of PHD2, we observed highly similar effects in both solution and solid-state H3
NMR spectra, indicating that the sedimentation approach can in principle also be applied for the many proteins that bind
nucleosomes with low affinities and/or through the highly flexible histone tails. Together, our results give new insights into
the sample characteristics of nucleosome sediments for ssNMR studies and illustrates the broad applicability of sedimentation-

based NMR studies.
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Figure 1. Schematic of nucleosome structure and sedimentation-based nucleosome NMR studies. (a) Structure of the nucleosome based on
the crystal structure of the nucleosome core particle, extended with 10 bp of linker DNA at each end. Linker DNA and two of the N-terminal
histone tails (of one H3 and one H2B copy in the nucleosome) are indicated. Color coding indicated in the Figure. (b) Overview of the
sedimentation-based ssNMR study of nucleosomes. A dilute solution of nucleosomes is ultracentrifuged directly into the 1.3 mm rotor to
create a nucleosome sedimentation for 'H detected ssNMR studies. A droplet of viscous liquid is visible at the top of rotor. (¢) Schematic of
nucleosome packing in dense phase as (from left to right) an unordered isotropic, isotropic columnar or highly ordered hexagonal columnar

stacking of nucleosomes.

2 Materials and Methods
2.1 Sample preparation

Three nucleosome samples that are further characterized in this study were prepared previously and described in (Xiang et al.,
2018). These nucleosome samples contain respectively isotope-labeled H2A, H3 and H2A with co-sedimented LANA peptide,
and are listed as sample 1-3 in Table 1 below. Isotope-labeled histones were fractionally deuterated to reduce line width and
increase sensitivity in 'H-detected ssNMR experiments (Mance et al., 2015). For this study we prepared two new H3-labeled
nucleosome samples, one with nucleosomes in their free state (sample 4 in Table 1), and with co-sedimented PHD2 domain
of CHD4 (PHD2). We additionally prepared one natural abundance nucleosome sample exclusively for the solution SAXS
experiment. All were prepared as described in (Xiang et al., 2018). Briefly, recombinant Drosophila melanogaster histones
were expressed as inclusion bodies in E. coli BL21(DE3) Rosetta2 grown in either Lysogeny Broth (LB) for unlabeled histones
or deuterated M9 with 'H,'3C glucose and '"NH4Cl (used both for solution NMR and 'H-detected ssNMR). The cells were

lysed with a French press, inclusion bodies were washed with triton X-100, solubilized in Guanidine chloride and purified in
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urea by gel filtration and ion exchange chromatography. Pure histones were mixed equimolarly and dialyzed to high salt into
histone octamers, which was purified by gel filtration. A pUC19 plasmid harboring 12 copies of a 167 bp version of the 601
DNA sequence (Lowary and Widom, 1998) was amplified in E. coli DH5a and purified by alkaline lysis and ion exchange
chromatography. The plasmid was then restricted with Scal and the 601 DNA fragment was purified by ion exchange
chromatography. Histone octamers and DNA were mixed at 1:1.04 molar ratio in high salt and gradient-dialyzed to low salt.
The reconstituted nucleosomes were dialyzed to PK10 buffer (10 mmol/dm? potassium phosphate supplemented with 10
mmol/dm?® KCI, pH 6.5), reconstitution efficiency was checked by native PAGE and concentration checked by UV-absorbance
at 260 nm using the DNA sequence-specific absorbance coefficient and the individual histones predicted molar extinction
coefficients at 260 nm, calculated as €260 = €280%0.54 (see (Dyer et al., 2004; Xiang et al., 2018)). The PHD2 finger domain
from CHD4 was produced as described in (Musselman et al., 2009). In brief, CHD4 PHD2 (443-498) was expressed in
Escherichia coli BL21 DE3 pLysS cells grown in LB media. Protein expression was induced with 0.5~1 mmol/dm?® IPTG for
16 h at 16 °C. The GST-tagged protein was purified on glutathione Sepharose 4B beads (GE Healthcare) in 20 mmol/dm? Tris-
HCI (pH 6.8) buffer, supplemented with 150 mmol/dm?® NaCl and 3 mmol/dm® DTT. The GST tag was cleaved overnight at
4°C with PreScission or Thrombin protease. The cleaved PHD2 protein was further purified by size exclusion chromatography
and buffer exchanged into the low-salt PK 10 buffer prior to lyophilization for storage. For preparing the NMR samples, CHD4-
PHD2 dialyzed to either low-salt PK10 buffer or high-salt PK buffer with 100 mmol/dm? KCI (PK100).

2.2 Solution state NMR experiments

Solution state NMR experiments for the interaction study of PHD2 and the nucleosome were performed on a Bruker 21.1 T
magnet equipped with an Avance III console and a CPTCI probe, at a temperature of 298 K. NMR samples contained ~36
umol/dm? nucleosome with fractionally deuterated, '*C, >N-labeled H3 in PK10 buffer with 10% of D20, 0.01% NaN3 and
protease inhibitors. PHD2 in either PK10 or PK100 buffer was titrated to this sample and chemical shift and peak intensities
changes were monitored using 2D "'N-'H TROSY HSQC spectra (#1,max 122 ms, £2,max 67 ms, total acquisition time per spectrum
~2 h). The FID was apodised in both dimensions with a squared cosine bell function and extended once by linear prediction in

the indirect dimension before Fourier Transform. Free nucleosome spectra were recorded in both low-salt PK10 buffer and
high-salt PK100 buffer.

2.3 Solid state NMR experiments

Sedimentation of samples for 'H-detected ssNMR studies was carried out as described in (Xiang et al., 2018). Briefly, a

custom-made filling device (as described in (Narasimhan et al., 2021), though other similar designs exist, see for example

(Bertini et al., 2012; Bockmann et al., 2009; Mandal et al., 2017)) loaded with a 1.3 mm Zirconia rotor (Bruker) was filled

with a solution containing ~2 mg nucleosome with fractionally deuterated, *C, *N-labeled histone in PK10 buffer. For co-

sedimentation of PHD2, nucleosome and PHD2 were mixed in a 1:40 molar ratio (corresponding to a 20:1 molar ratio to H3

tail) in PK100 buffer, and incubated for 10 minutes. Subsequently, MgCl> was added from a 4 mmol/dm? stock solution in
5
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PK10 or PK100 buffer to 2 mmol/dm® Mg?*. The filling device was loaded in an ultracentrifuge (Beckman-Boulter Optima L-
90K) with swinging bucket SW 32 TI rotor and centrifuged at 83,000 g for 24-28 hours at 4 °C. After removal of the
supernatant, the rotor was recovered and the top cleared before closing the rotor by placing the cap without further sealing or
inserts.

Solid-state NMR experiments were performed in a Bruker 18.8 T magnet equipped with 1.3 mm 'H/X/Y triple-resonance MAS
probe spinning at 50 kHz MAS at ~298 K. The 2D J-based and CP-based 'H-detected NH spectra were recorded as described
in (Xiang et al., 2018). The J-based NH spectrum was acquired with #1.max 20 ms, f2.max 20 ms and total acquisition time of ~5
h. The FID was apodised with a 30° shifted squared cosine bell function in both dimensions, zero-filled twice in both
dimensions, and indirect dimension was extended once by linear prediction before Fourier Transform. The CP-based NH was
acquired with #1max 21 ms, f,max 20 ms and total acquisition time of ~10 h. The FID was apodised with exponential window
function with line broadening of 50 Hz in the direct dimension and a 30° shifted squared cosine bell function in the indirect
dimension, both dimensions were zero-filled twice and the indirect dimension was extended by linear prediction before Fourier

Transform.

2.4 NMR data analysis

All NMR data were processed in Bruker Topspin and analyzed in NMRFAM-Sparky (Lee et al., 2015). Assignments of the
histone H2A and H3 tail resonances were taken from (Xiang et al., 2018). Chemical shift perturbations (CSP) were calculated
as the 2D peak displacement in ppm using weighting factor of the 1°N chemical shift differences (in ppm) of 0.154 (Williamson,
2013). For the calculation of peak intensity ratios, peak intensities in individual spectra were scaled by the number of scans,
receiver gain setting, Bruker nc_proc parameter and for solution NMR experiments the dilution factor. Errors in peak intensities

were based on the spectral noise-level.

2.5 SAXS experiments

A solution of 6 pmol/dm? (approximatively 1.3 mg/cm?®) nucleosome in PK buffer, and the nucleosome sediments in open air,
were loaded in 2 mm quartz capillaries (Hilgenberg GMBH) sealed with wax. The SAXS measurements were carried out on
a SAXSLAB GANESHA 300 XL system equipped with a GeniX 3D Cu Ultra Low Divergence micro focus sealed tube source
producing X-rays with a wavelength A = 1.54 A at a flux of 1x10® ph/s and a Pilatus 300K silicon pixel detector with 487 x
619 pixels of 172 pm x 172 pm in size. The beam center and g-range were calibrated using silver behenate as a standard. Two
sample-to-detector distances were used of 713 and 1513 mm, respectively, to access a g-range of 0.06 < ¢ < 0.44 A! with ¢ =
4 n/\ (sin6/2). Each profile recorded at 713 and 1513 mm comprises 960 successive captures with 15 s pause. Medium- and
small-angle data were merged. Data analysis was made using the PRIMUS and GNOM programs from the ATSAS v3.03 suite
(Manalastas-Cantos et al., 2021). Backgrounds were PK buffer and an empty section of the capillary for soluble nucleosome
and sediment samples, respectively. Points within 0.007 A' and 0.03 A*!, and within 0.007 A-' and 0.186 A-' were used for

the molecular weight analysis and the determination of the distance distribution function, respectively.
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2.6 Modelling of the PHD2-nucleosome complex

The PHD2 domain of CHD4 (extracted from PDB entry 2LZ5) was docked to one of the two H3 tails in the nucleosome using
the HADDOCK 2.4 webserver (van Zundert et al., 2016). As input structure, we used a molecular model for our experimental
system of a nucleosome containing Dm. histones and 167 bp of 601-DNA. This model was based on the crystal structure of
the nucleosome from XI. histones and 147 bp of alpha-satellite DNA (PDB entry 1KX5). The histones sequences were mutated
using Modeller (Webb and Sali, 2016), the DNA sequence mutated and extended with 10 bp of B-form DNA at each end using
the 3D-DART webserver (van Dijk and Bonvin, 2009). Docking was guided by unambiguous interaction restraints derived
from the complex structure of the PHD2 domain with a H3 tail peptide (PDB entry 2LZ5). The H3 tail residues 1-8 in the
nucleosome were defined as fully flexible segments for the docking. Otherwise default docking parameters were used. The
final 200 solutions clustered into a single cluster. To investigate potential DNA-binding by PHD2, ambiguous interaction
restraints were defined between R94, K97, R133, K140, K142 and the 1.5 turn of DNA surrounding the H3 tail exit site. The
H3 tail residues 1-27 were defined as fully flexible and to allow larger conformational changes the number of MD steps were
increased to 2000/2000/4000/4000 for the various stages of the flexible refinement stage (a factor four increase compared to
default) as described for protein-peptide docking (Trellet et al., 2013). In this case, the final 200 solutions clustered into four
clusters. The largest but not top-scoring cluster (147 members) did not show any PHD2-DNA contacts. The best scoring cluster
(26 members) showed consistent PHD2-DNA contacts while maintaining the native H3 tail interaction mode. The four best

solutions of the best scoring cluster were analyzed using PyMOL (Schrédinger, LLC, 2015).

3 Results
3.1 Nucleosomes are tightly packed in the sediment

As a first characterization of the nucleosome sediment in the sSNMR rotor, we assessed the nucleosome concentration for four
different sample preparations from absorbance measurements of the solution before and after ultracentrifugation. Three of the
four samples analyzed were prepared as part of our initial study (Xiang et al., 2018) and one as part of an ongoing investigation.
In all cases, the sedimentation process was started from a 0.5 cm? solution containing 4 mg/cm? (~20 pmol/dm?®) nucleosomes
(with or without a binding partner), placed in a custom made device. This is then centrifuged at 83,000 g into a 1.3 mm ssNMR
rotor. As can be seen from Table 1, the homogenized supernatant after sedimentation retains, with one exception, only 2-5%
of the initial UV absorbance, indicating a near-quantitative sedimentation. The efficiency of sedimentation roughly matches
that predicted using the sedNMR webtool (Ferella et al. 2013), when considering that the favorable inter-particle interactions
between nucleosomes may lower the threshold for immobilization. For sample 4 a much higher nucleosome concentration in
the supernatant was observed, but this can be rationalized by the also much higher starting mass. Upon removal of the sediment

from the very top of the rotor to make room for placement of the rotor cap, a transparent, viscous droplet was formed in all
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cases (see Fig. 1b). This indicates that the rotor is filled with a dense solution rather than a precipitate. The final nucleosome
mass in the rotor is estimated to be 1.44 — 1.59 mg, resulting in concentrations in the range of 480 to 530 mg/cm?® or 2.3 to 2.5
mmol/dm?. This value is similar to the in-rotor concentration reported by (Shi et al., 2018) using Mg?*-induced precipitation
of nucleosomes. Notably, for sample 4 a much higher nucleosome mass was used in the sedimentation mix compared to
samples 1-3 (~45% more). This resulted in only a ~5-10% increase in final nucleosome concentration, indicating the
nucleosome packing is close to maximum at this centrifugation speed. For comparison, the local maximum concentration of
nucleosomes in the cell is estimated to range between 0.25 to 0.5 mmol/dm? (Nozaki et al., 2013; Weidemann et al., 2003).
Assuming the nucleosomes to be homogeneously distributed through the volume of the packed rotor and approximating the
nucleosome to a disk-shaped object of 420 nm? (van Vugt et al., 2009), the observed nucleosome concentration corresponds to
a packing ratio of ~55-60%. These concentrations and packing ratios of the nucleosome sediment are lower than those found
in nucleosome crystals. Based on crystallography parameters from four nucleosome crystal structures (Protein Data Bank
(PDB) entries 2PYO, 1KX5, 1AOI and 3L.Z0, (Clapier et al., 2008; Davey et al., 2002; Luger et al., 1997; Vasudevan et al.,
2010)) we find that the typical concentrations are ~3.2 mmol/dm?, corresponding to a particle packing coefficient of ~76%.
These considerations indicate that the sediment is highly dense with a packing ratio close to 80% of that in crystals, suggesting

that a significant amount of ordering and nucleosome-nucleosome interactions may occur.
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Table 1. Estimated nucleosome concentration in sediment

sample-id sample 1 sample 2 sample 3 sample 4

sample type H3-labeled H2A-labeled H2A-labeled + | H3-labeled
LANA

nucleosome mass‘ (mg) in:

- initial starting solution 1.98 1.90 1.90 2.76

- supernatant after sedimentation | 0.06 0.09° 0.11 1.03

- cap clearing volume 0.38¢ 0.35¢ 0.35¢ 0.11¢

- rotor 1.54 1.45 1.44 1.59

final nucleosome concentration in rotor®:

in mg/cm? 514 484° 481 529

in mmol/dm3 2.43 2.29 2.28 2.50

* based on absorbance measurements at 260 nm using the DNA sequence-specific absorbance coefficient and

the individual histones predicted molar extinction coefficients at 260 nm, calculated as €260 = €280%0.54.

b assuming 95% sedimentation efficiency.

¢assuming a homogenous nucleosome distribution in the rotor and cleared space volume of 0.73 uL

4measured by diluting the cleared material in buffer and measuring absorbance

¢ calculated using an internal volume of 3 pL for the 1.3 mm rotor.

3.2 Nucleosomes are stably folded and remain hydrated in the sediment during NMR measurements.

We previously reported 'H-detected ssNMR spectra of sedimented nucleosomes containing either isotope-labeled histone H2A
or H3 (Xiang et al., 2018). The backbone chemical shifts together with the high quality of the spectra indicated that the histone
proteins were folded as in the nucleosome crystal structure. We here re-examined the spectra obtained on these samples to
assess sample hydration and histone folding over time, and to check for signs of inter-nucleosome interactions.

The 1D single-pulse '"H NMR spectrum of the sediment is dominated by an intense water signal, indicating the nucleosome
sediment is highly hydrated. Comparison of these spectra throughout the measurements for the H2A-labeled nucleosome shows
that the water signal remains prominent over time, despite exposure to 34 days of high-speed MAS at an effective temperature
of 37 °C. The intensity at peak maximum decreases by 20% over this time while the line width increases by 40% (Fig. 2a).

Similar results were obtained for other samples. A minor component of free bulk water can be observed in the earliest spectra
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(Bockmann et al, 2009), which disappears over time due to evaporation. We conclude that, while some degree of dehydration

occurs, the sediment samples remain overall well hydrated throughout the NMR measurements.

To assess histone fold over time, we compared 2D cross-polarization (CP) based NH correlation spectra recorded at the
beginning and the end of the measurements, across a five month period. Both spectra are of high quality, showing a well-
resolved and well-dispersed spectrum (Fig. 2b). There are little chemical shift or intensity changes between the spectra,
indicating the histones remain well-folded over time. The slight chemical shift changes (less than the line width) are observed
for few H2A residues, most of which are in the vicinity of buried waters or salt ions in the crystal structure (Clapier et al.,
2008; Materese et al., 2009). This could be related to changes in the hydration as seen from the 1D spectra. For H3, no
differences in peaks positions over time could be resolved (data not shown).

Since the nucleosome concentration in the sediment is ca. 25-50-fold higher than that in typical solution NMR samples,
comparison of solid-state and solution NMR spectra may reveal insights into inter-nucleosome interactions. We previously
reported that J-based ssNMR spectra of H2A- or H3-labeled nucleosomes have highly similar chemical shift as in solution,
indicative of fast tail motion in the sediment. Within nucleosome arrays, the histone tails have been shown to be involved in
inter-nucleosome interactions, while in single nucleosomes they bind the nearby DNA within the same nucleosome (Stiitzer
etal., 2016; Shaytan et al. 2016; Huertas et al. 2020). The close chemical shift correspondence between the ssNMR and solution
spectra could thus mean that within the sediment the histone tails bind to DNA within the same nucleosome, as in dilute
solution. However, given the dense packing of nucleosomes this is rather improbable. Rather, the observed chemical shifts
likely do not permit to discriminate whether the histone tail-DNA interaction occurs in an intra- or inter-nucleosomal fashion.
In addition to the non-specific histone tail-DNA interactions, a specific interaction between the H4 tail and the H2A surface
mediates nucleosome-nucleosome contacts that are required for compaction of chromatin fibers (Kalashnikova et al., 2013).
The backbone chemical shifts of H2A dimer within the sediment can only be compared to solution chemical shifts of a H2A-
H2B dimer, due to the molecular weight limit for amide-based solution NMR. This comparison revealed no significant
chemical shift differences for the H2A residues that are involved in H4 tail binding, indicating that there is no stable inter-
nucleosome interaction within the sediment. Taken together these data indicate the nucleosomes in the sediment remain well-

folded and hydrated through the measurements without evidence for direct nucleosome-nucleosome contacts.
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Figure 2. Comparison of NMR data recorded directly after sedimentation and after 5 months. (a) Overlay of the 1D one-pulse 'H spectrum
showing the highly dominant water signal. Spectra are annotated with the cumulative number of days of ssNMR measurements (total of 34
days). The sample was stored in between measurement sessions at 4 °C. (b) Overlay of the 2D 'H-detected CP-based NH correlation spectrum
acquired at the beginning and end of the NMR measurements. Resonances with slight chemical shift changes are indicated. Resonances with
light color, indicated by an * or in the dashed box are from sidechain resonances. Some of these sidechain resonances are folded into a

different position along the '’N dimension due to use of a different offset frequency. Color coding for both panels indicated in the Figure.

3.3 Nucleosome sediments are 3D networked gels lacking long-range ordering

To allow further investigations, we recovered the contents of the ssNMR rotor for the H2A-labeled nucleosome (sample 2 in
Table 1, spectra shown in Fig. 2), the H2A-labeled nucleosome bound to the LANA peptide (sample 3 in Table 1) and the H3-
labeled nucleosome (sample 4 in Table 1). The recovered sediments appeared as transparent semi-solid gels. One sample
(sample 4) was highly viscous, whereas two others (samples 2 and 3) had a rather paste-like solidity (Fig. 3a). Part of this
‘nucleosome paste’ was resuspended for native PAGE analysis, confirming that the nucleosomes had remained intact
throughout the measurements and storage period (Fig. 3b). There was no correlation between the observed solidity and obvious
experimental conditions such as nucleosome concentration, NMR measurement time, or sample age.

Gelation is a well-known property of polymers that can create a 3D meshwork through covalent or non-covalent interactions.
Thus, the observation of gel-like material properties for the nucleosome sediment conclusively demonstrates the presence of
significant inter-nucleosome interactions. While the semi-solid appearance of the sediment, may at first sight suggest
significant dehydration, its transparency rather suggests the sediment is a hydrogels that retains significant amounts of water.

We speculate that the gradual increase in water line width may correlate with the transition to a semi-solid hydrogel.
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To investigate the packing and ordering of nucleosomes in the recovered sediments, we turned to SAXS experiments. First,
SAXS data collected on a nucleosome solution resulted in a scattering curve consistent with monodisperse particles with a
radius-of-gyration of 5.7 nm and maximum extension of 13.3 nm (Fig. 3c, Table 2). These values match well to the radius and
end-to-end-length of a nucleosome with 10 bp of linker DNA, respectively. Also molecur weight estimated from the SAXS
data (208 kDa, see Table 2) agrees well with the expected mass of 211.3 kDa. As expected, the recovered sediments show a
strikingly different scattering profile (Fig. 3d). While each sample showed overall somewhat different scattering curves, all
featured a pronounced peak at g* ~0.08, corresponding to a characteristic distance of ~7-8 nm. For the H2A-labeled
nucleosome ‘paste’ (sample 2; black curve) a second broad peak was observed at g* ~0.16, suggestive of a laminar organization
with a main characteristic distance of ~7 nm. The very broad appearance of the scattering peaks either reflects a heterogeneous
distribution of the characteristic distance across the sample, or indicates that the organization is only regular over a short
distance. In samples 3 (purple curve) and 4 (blue curve), the first reflection at ¢g* ~0.08 features also a relatively sharp
component, suggesting that in these samples there is a more structured subpopulation.

While we observed sample-to-sample variation, the sediments seem to primarily consist of heterogeneously packed
nucleosomes with mean inter-particle distance of 7-8 nm. While some short length structures cannot be excluded, the SAXS

measurements demonstrate that the nucleosome sediments are devoid of pervasive long-range ordering.
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Table 2: Analysis of SAXS data of soluble nucleosomes

Guinier analysis - DATMW Mononucleosomes, 167 bp 601 DNA
1(0) (cm™) 0.089 +/- 3.8¢-5
Rg (A) 42.86 +/-0.03
Quin (A1) 0.0007
qRg max (qmin = 0.0007 A1) 1.3

Bayesian inference

MW estimate (Da) 208000 (83.56% probability)
credibility interval (99.75% probability) [176600,22 1050]
P(r) analysis (GNOM)
1(0) (cm’!) 0.089 +/- 3.8¢-5
Rg (A™) 44.13 +/-0.09
dmax (A) 133
Q range (A™) 0.007-0.187
X2 (estimate from GNOM) 0.85
Porod volume (A-3) 356874
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Figure 3. Recovered nucleosome sediment and SAXS scattering curves. (a) The nucleosome sediment of sample 2 (H2A-labeled
nucleosomes) recovered from the sSNMR rotor after 34 days of MAS and 11 months storage at 4° C appears as a transparent semi-solid,
paste-like gel. (b) Native PAGE analysis of the recovered sediment (sample 4, H3-labeled nucleosomes, lane 3) together with free 167 bp
DNA (lane 2), and a fresh reconstituted nucleosome (lane 3). DNA base-pair marker in lane 1. Positions of free DNA and nucleosomes are
indicated. Presence of a pronounced nucleosome band with little free DNA indicates the recovered sediment consists of nucleosomes. (¢)
SAXS-based scattering curve of nucleosomes in solution (6 pmol/dm?, 1.3 mg/cm?) in PK10 buffer. The buffer-subtracted scattering profile
(black) was fitted in GNOM as a monodisperse particle function (red). Inset shows the derived pair distance distribution function. (d) SAXS-

based scattering curves of the recovered nucleosome sediments, color coding indicated. All three samples feature a distinctive peak at g*
~0.08, corresponding to a characteristic distance of 7.8 nm (d = %n). The scattering curve of sample 3 (H2A-labeled nucleosome with co-

sedimented LANA) features few relatively sharp peaks indicative of more long-range ordering. Notably, this sample was least solid-like.
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3.4 Co-sedimentation of a weak, histone tail-binding protein.

Having established that the nucleosome sediment in our studies is not strongly ordered and is thus likely to only minimally
interfere with protein binding, we next sought to stringently test the co-sedimentation approach. While we previously con-
sedimented a peptide that binds with very high affinity to the histone core surface, we here used a protein domain that weakly
binds to the histone H3 tail, the second PHD finger (PHD?2 hereafter) of CHD4. This chromatin remodeller protein is part of
the NuRD complex that is involved in DNA repair and cell cycle progression (Allen et al., 2013). Recruitment of CHD4 to
chromatin depends on the interaction of its paired PHD finger domains (PHD1 and PHD2) with the H3 tail (Gatchalian et al.,
2017; Mansfield et al., 2011; Musselman et al., 2012). Both PHD1 and PHD2 bind non-modified H3 tail peptides with
micromolar-range affinity (Mansfield et al., 2011; Musselman et al., 2009). However, solution NMR titration experiments
with nucleosomes showed that binding of PHD2 to the nucleosome is reduced compared to the binding of PHD2 to histone
H3 peptides, indicating a pronounced inhibitory effect of the nucleosomal environment (Gatchalian et al., 2017). At least part
of the reduced binding affinity can be explained by the reduced availability of the H3 tail for binding within the nucleosome,
as a result of DNA binding by the H3 tail (Stutzer et al. 2016). We here investigated whether PHD2 can overcome the
competition effect from the DNA and bind the H3 tail within the sediment (Morrison et al., 2018). By observing the nucleosome
rather than the PHD2 domain, the nucleosome sample requirements can be reduced, allowing the investigation of such weak
interactions.

As a control experiment, we first assessed binding of PHD2 to nucleosomes by solution NMR. Titrating unlabeled PHD2 to
H3-labeled nucleosomes to a 2:1 molar ratio at low salt (25 mmol/dm? ionic strength, PK10 buffer) did not result in significant
spectral changes (data not shown). At high salt (125 mmol/dm? ionic strength, PK100 buffer) however, PHD2 binding was
visible as a peak intensity decrease for residues in the H3 tail (Fig. 4a,b). Residues T3, K4, T6 and A7 showed the largest
intensity reduction, which, when fitted to a single binding site model, yielded a Kp of 168 = 8 mol/dm?. Notably, no significant
chemical shift perturbations or new signals were observed, even after addition of 10 molar equivalents PHD2 to H3 tail,
suggesting the bound state of the H3 tail is invisible in solution NMR.

We next co-sedimented unlabeled PHD2 and H3-labeled nucleosomes by ultracentrifugation of a solution containing PHD2
and nucleosome at molar ratio PHD2:H3 tail 20:1 at high salt (PK100 buffer). The supernatant after sedimentation contained
mostly PHD2 according to absorbance measurements and gel analysis, suggesting that the specific complex was sedimented
while the excess PHD2 remained in solution. Again, a viscous droplet was recovered while clearing space for rotor closure.
Both J- and CP-based NH spectra were recorded at 50 kHz MAS. Both spectra were of high quality with well-resolved and
well-dispersed resonances (Fig. 4c,d). Comparison to spectra of free, sedimented H3-labeled nucleosome revealed no
resolvable changes in peak position. Notably, the peak intensity profiles in the J-based spectrum, probing the flexible parts of
H3, indicate a similar residue-specific drop of peak intensity as observed in solution (Fig. 4e). Even if the lack of resolution in
these spectra hinders interpretation somewhat, it can clearly be seen that resonances for the first ten tail resides show

significantly decreased peak intensities, down to 30-50% of the original intensity. Again, no new peaks corresponding to the

15



345

350

355

bound state could be observed, suggesting rigidification of the H3 tail in the bound state. Careful examination of the CP spectra
unfortunately also did not reveal any new resonances, suggesting that the bound state is not fully rigid but most likely exhibits
dynamics on a time scale faster than milliseconds.

We used spectra of H3-labeled nucleosome sediment recorded at 25 mmol/dm? ionic strength (PK10 buffer) as reference, as
spectra of sedimented, free nucleosomes at 125 mmol/dm? ionic strength (PK100 buffer) were not available. To rule out the
possibility that the increased salt concentration caused reduced intensity of terminal H3 tail residues, we compared solution
NMR spectra recorded at 25 and 125 mmol/dm? ionic strength. Addition of salt resulted in small chemical shift perturbations
for several residues in the stretch 19-29, signifying a slight shift from a DNA-bound to a DNA-free state (Stiitzer et al., 2016).
These chemical shift changes are too small to be resolved in the ssNMR spectra. Furthermore, addition of salt approximately
doubled the peak intensity for many residues in the 19-29 region, indicating increased flexibility for this part of the H3 tail
(Fig. 4f) and explaining the higher relative peak intensities for this stretch in Fig. 4e. Importantly, no peak intensity changes
in the PHD2 binding site could be discerned.

We conclude that the PHD2 finger can be co-sedimented with the nucleosome despite the low binding affinity and that specific
binding of the PHD2 finger to the H3-tail can be demonstrated using the sediment ssNMR approach. Unfortunately, the PHD2-

bound state is not directly observable, preventing further detailed structural characterization of the bound H3-tail conformation.
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360 Figure 4. PHD2 co-sediments with the nucleosome and has the same effect on the histone H3 tail in the sediments as in solution. (a)
Comparison of solution NMR spectra of the H3 tail in the nucleosome with and without PHD2, focusing on the Thr/Ser NH region. Molar
ratio of PHD2 to H3 tail is 10:1. Data recorded in PK 100 buffer at 125 mmol/dm? ionic strength. (b) Peak intensity ratio of H3 tail resonances
in the nucleosome based on the solution NMR experiments in (a). Addition of 20 equivalents of PHD2 results in large intensity decrease for
the N-terminal residues of the tail that comprise the PHD2 binding site. Resonances with peak intensity ratios lower than one (two) standard

365 deviations below the 10%-trimmed average are displayed in orange (red). (¢, d) J-based (¢) and CP-based (d) spectra of H3-labeled

nucleosomes co-sedimented with PHD2, overlayed with the spectra of free H3-labeled nucleosomes. Color coding indicated in the Figure.
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Assignment of H3 tail residues is indicated. Residues with large peak intensity changes are labeled in bold. (e) Peak intensity ratio of H3 tail
resonances in the nucleosome based on the ssSNMR experiments in (c). Co-sedimentation of PHD?2 results in large intensity decrease for the
N-terminal residues of the tail that comprise the PHD2 binding site. Resonances with peak intensity ratios lower than one (two) standard
deviations below the 10%-trimmed average are displayed in orange (red). Reduced intensity ratios for overlapping resonances of A7, A15
and A29 is assumed to represent the effect for A7 based on the observed pattern of changes. (f) Peak intensity ratio of H3 tail resonances in
the nucleosome between solution NMR spectra recorded in low (PK10 buffer) and high salt (PK100 buffer). Increase of the ionic strength

results in higher peak intensities for residues 19-29, while not affecting the peak intensities in the PHD2 binding site.

4 Discussion

We here characterized in some detail the nucleosome sediment that is central to our ssNMR investigation of nucleosome
dynamics and nucleosome-protein interactions. We find that the sedimentation procedure is robust and reproducible. The
nucleosome concentration in the sediment approaches that observed in a crystal. Nucleosomes remain well-folded and, despite
some water loss, remain hydrated in the sediment over the course of several weeks of MAS. The recovered sediments appear
as translucent gels with semi-solid properties, which lack strong long-range ordering based on SAXS measurements. The
sediment thus likely corresponds to a dense network of nucleosomes with transient and continuously rearranging inter-
nucleosome-interactions (Fig. 5). Judging from the large width of the first peak , we can roughly estimate that the length scale
of the regular structure in the sediment is ~15-20 nm, corresponding to stacks of two to three nucleosomes, at least for sample
2.

The interactions between nucleosomes are mediated by the histone tails (Bendandi et al., 2020; Kan et al., 2007; Stiitzer et
al., 2016) possibly together with other stabilizing contacts (Bilokapic et al., 2018). As a result the nucleosomes are packed
close enough to prevent overall tumbling, but distant enough to allow continuous rearrangement, preventing long-range
ordering. This view is consistent with homogeneous chemical environment of the histone spins as seen from NMR and the

heterogenous ordering on a macroscopic scale as seen from SAXS.
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Figure 5. Schematic illustration of the packing in the nucleosome sediment obtained by ultracentrifugation. The packing density is the
schematic corresponds to our experimental estimate (~61%), while the heterogenous orientation of nucleosomes in the sediment reflects the

lack of strong long-order in the sample. Nucleosome-nucleosome interactions are predominantly formed by histone tail-DNA interactions.

The high spectral quality and long-term stability of sedimented proteins and protein-containing hydrogels has been observed
before (see e.g. Ader et al. (2010) and Wiegand et al. (2020)). (Fragai et al., 2013) reported that sedimentation of highly
charged proteins typically results in low packing ratios in sedimentation, while higher-than-crystalline concentrations can be
achieved for proteins with low overall charge. Despite the high overall net negative charge of the nucleosome (—168e for a 167
bp nucleosome), we find packing ratios ~80% of that in nucleosome crystals. This underscores the crucial contribution of
attractive interactions in the nucleosome system, thanks to its separation in negatively charged DNA and positively charged
histone proteins.

Previous studies on dense phases of nucleosomes demonstrated formation of highly-ordered structures consisting of columns
of stacked nucleosomes (Allahverdi et al., 2011; Berezhnoy et al., 2016; Bertin et al., 2007b; Eltsov et al., 2018; Korolev et
al., 2012; Leforestier and Livolant, 1997; Livolant et al., 2006; Mangenot et al., 2003a, 2003b). For the isotropic columnar
phase, SAXS scattering curves showed three broad scattering peaks corresponding to the average intercolumnar distance
(typically at g* = ~0.065, with q* decreasing as the linker DNA increases (Mangenot et al., 2003; Wang et al. 2021)), the
stacking distance between nucleosomes in a column (typically at g* =~0.11), and the form factor of the column (Livolant et

al., 2006). In a highly ordered columnar phase, such as obtained from Mg?*-induced precipitation of nucleosome core particles,
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these peaks appear sharp and well-resolved (Berezhnoy et al., 2016). The scattering curves presented here do not show the two
most characteristic signals for a columnar arrangement, indicating that our sedimentation approach does not induced such
columnar phase. In retrospect, three factors in our approach may have helped to avoid formation of a strongly ordered sediment.
First and foremost, the Mg?* concentration used in our study is way below the minimum required to precipitate isolated
nucleosomes (Berezhnoy et al. 2016; Wang et al. 2021), and in addition, the use of K" instead of the harder Na* monovalent
salt is known to disfavor nucleosome array precipitation (Allahverdi et al., 2011, 2015). Second, we use nucleosomes
containing 10 bp of additional linker DNA, adding more net negative charge. Finally, since ultracentrifugation is a relatively
fast process, it also impedes the formation of large-scale ordering. To what degree the very fast MAS further impacts the
nucleosome packing in the sediment remains to be determined. The presence of a minor component of free bulk water
accumulated in the center of the rotor indicates that sample packing increases during MAS due to the much higher
centrifugation forces achieved (~100-fold).The spinning speeds attained during MAS are so high that the centrifuge effect
generates a solvent-based pressure reaching 96 atm near the rotor walls (Elbayed et al., 2005), which will further concentrate
nucleosomes locally. Both the appearance and SAXS scattering data of the retrieved samples however indicate that the packing
remains mostly disordered

The dense but disordered nucleosome packing in the sediment suggests that the inter-nucleosome contacts do not stabilize or
occlude specific nucleosome surfaces. Indeed, we succeeded here to co-sediment a protein that weakly binds the histone tail
in the nucleosome, showing that it could effectively compete with the nucleosomal DNA. Surprisingly, binding of PHD2 could
only be observed from a peak intensity reduction for the N-terminal residues in the H3 tail that constitute the PHD2 binding
motif. This was observed both in solution and in solid-state NMR experiments. In neither case a saturation of the binding site
could be achieved despite the use of a 20-fold molar excess, indicative of a very low binding affinity. The solution NMR
experiments indicate that nucleosome binding is ca. 50-fold weaker compared to binding a H3 peptide (Kp 168 vs. 3 umol/dm?).
In the co-sedimentation approach, such weak binding likely blocks quantitative sedimentation of the complex, as dissociated
PHD2 molecules will sediment less efficiently and mostly remain in the supernatant.

Surprisingly, no chemical shift changes or signals from the PHD2 bound state of the H3 tail could be observed. Binding of
PHD?2 can be expected to causes significant loss of flexibility in the H3 tail, as the H3 tail adopts a beta-strand conformation
and forms a beta-sheet with PHD2 (Mansfield et al., 2011) (see Fig. 6a,b). As the H3 tail is part of the nucleosome, this will
broaden the bound-state H3 tail resonances severely in backbone NH-based solution NMR, causing loss of the signal. For
ssNMR, reduction of the H3 tail flexibility may push the dynamics into an intermediate regime for which neither scalar- nor
in dipolar-based experiments are effective. Inspection of a molecular model of the PHD2-nucleosome complex built using the
data-driven docking software HADDOCK highlighted a ridge of positively charged residues on the opposite of the H3 tail
binding site (Fig. 6a,b). To investigate whether H3 tail binding is compatible with simultaneous DNA binding, we allowed for
greater flexibility in the H3 tail conformation during docking and imposed ambiguous interaction restraints between the
positively charge ridge in PHD2 and the DNA. The resulting models suggests that PHD2 may be able to bind both DNA and
H3 tail simultaneously, which would restrain the flexibility of the H3 tail (Fig. 6¢). In vitro DNA binding assays of isolated
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PHD?2 did not reveal DNA biding (data not shown), suggesting that H3-tail binding is required to neutralize the negatively
charged H3 binding site of PHD2, thus priming the PHD2 positively charged surface for DNA binding. Further experiments
will be needed to clarify the molecular details of nucleosome binding by PHD2.
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Figure 6. Structural model of the PHD2-nucleosome complex derived using HADDOCK. (a) Model of the complex based on the H3 tail
conformation as seen in the crystal structure (PDB entry 1KX5). The H3 tail residues 1-6 form a beta-sheet with PHD2. (b) Zoom on the
PHD2-H3 tail interaction. Opposite of the H3-tail binding site, the PHD2 surface features a ridge of positively charged residues, shown as
sticks and labeled. (¢) Model of the complex when enforcing contacts between the positively charge ridge in PHD2 and the DNA, showing
contacts between K97 and the nucleosomal DNA. The PHD2 surface is colored by the electrostatic potential calculated by APBS (Jurrus et
al., 2018). Note that since the H3 tail is flexible, PHD2 could further reorient, while bound to the H3 tail, to allow more substantial PHD2-
DNA contacts. Color coding indicated in the Figure.

5 Conclusion

We examined here the general applicability of the co-sedimentation method for nucleosome NMR studies. The sedimentation
procedure robustly produces samples with overall material properties of hydrogels, in which nucleosomes are densely packed
in a primarily disordered arrangement. The absence of specific nucleosome-nucleosome interactions renders the method
suitable to study nucleosome dynamics or nucleosome-protein interactions without interference from the higher-order packing
of nucleosomes. As a stringent test case we here successfully demonstrated nucleosome binding for a low-affinity histone tail
binding protein. Together, our results give new insights into the sample characteristics of nucleosome sediments for ssNMR

studies and illustrate the broad applicability of sedimentation-based NMR studies.

Data availability. Data are available upon reasonable request.

21



470

475

480

485

490

495

Author contributions. All authors contributed to design and planning of the experiments. ULP and SX performed the NMR
experiments, MRMH performed SAXS measurements, YZ made the CHD4-PHD2 protein. ULP and HvI analyzed the data,

and all the authors contributed to finalizing the manuscript.

Financial support. This research has been supported by the Dutch Science Foundation NWO (grant no. NWO-CW VIDI
723.013.010 to Hvl; NWO-CW VENI grant 722.016.002 to SX, NWO-Groot no. 175.010.2009.002 and TOP-PUNT no.
718.015.001 to MB, and by National Roadmap grant 184.032.207 to uNMR-NL, the National Roadmap Large-Scale NMR
Facility of the Netherlands), the Horizon 2020 programme of the European Union through iNEXT (grant No. 653706) and the
National Institutes of Health (grant GM 125195 to T.G.K.).

Competing interests. The authors declare that they have no conflict of interest.

References

Ader, C., Frey, S., Maas, W., Schmidt, H. B., Gorlich, D. and Baldus, M.: Amyloid-like interactions within nucleoporin FG
hydrogels, Proc. Natl. Acad. Sci. USA, 107(14), 6281-6285, doi: 10.1073/pnas.0910163107, 2010

Adhireksan, Z., Sharma, D., Lee, P. L. and Davey, C. A.: Near-atomic resolution structures of interdigitated nucleosome fibres,
Nat. Commun., 11(1), 4747, doi:10.1038/s41467-020-18533-2, 2020.

Allahverdi, A., Yang, R., Korolev, N., Fan, Y., Davey, C. A., Liu, C.-F. F. and Nordenskiold, L.: The effects of histone H4
tail acetylations on cation-induced chromatin folding and self-association, Nucleic Acids Res., 39(5), 1680-1691,
doi:10.1093/nar/gkq900, 2011.

Allahverdi, A., Chen, Q., Korolev, N. and Nordenskidld, L.: Chromatin compaction under mixed salt conditions: Opposite
effects of sodium and potassium ions on nucleosome array folding, Sci. Rep., 5(1), 8512, doi:10.1038/srep08512, 2015.

Allen, H. F., Wade, P. A. and Kutateladze, T. G.: The NuRD architecture, Cell. Mol. Life Sci., 70(19), 3513-3524,
doi:10.1007/s00018-012-1256-2, 2013.

Bendandi, A., Patelli, A. S., Diaspro, A. and Rocchia, W.: The role of histone tails in nucleosome stability: An electrostatic
perspective, Comput. Struct. Biotechnol. J., 18, 2799-2809, doi:10.1016/j.csbj.2020.09.034, 2020.

Berezhnoy, N. V., Liu, Y., Allahverdi, A., Yang, R., Su, C.-J. J., Liu, C.-F. F., Korolev, N. and Nordenskiold, L.: The Influence
of Tonic Environment and Histone Tails on Columnar Order of Nucleosome Core Particles, Biophys. J., 110(8), 1720-
1731, doi:10.1016/j.bpj.2016.03.016, 2016.

Bertin, A., Renouard, M., Pedersen, J. S., Livolant, F. and Durand, D.: H3 and H4 Histone Tails Play a Central Role in the
Interactions of Recombinant NCPs, Biophys. J., 92(7), 2633-2645, doi:10.1529/biophysj.106.093815, 2007a.

Bertin, A., Mangenot, S., Renouard, M., Durand, D. and Livolant, F.: Structure and Phase Diagram of Nucleosome Core

Particles Aggregated by Multivalent Cations, Biophys. J., 93(10), 3652-3663, doi:10.1529/biophysj.107.108365, 2007b.

22



500

505

510

515

520

525

530

Bertini, I., Luchinat, C., Parigi, G., Ravera, E., Reif, B. and Turano, P.: Solid-state NMR of proteins sedimented by
ultracentrifugation, Proc. Natl. Acad. Sci., 108(26), 10396—-10399, doi:10.1073/pnas.1103854108, 2011.

Bertini, 1., Engelke, F., Gonnelli, L., Knott, B., Luchinat, C., Osen, D. and Ravera, E.: On the use of ultracentrifugal devices
for sedimented solute NMR, J. Biomol. NMR, 54(2), 123-127, doi:10.1007/s10858-012-9657-y, 2012.

Bertini, L., Luchinat, C., Parigi, G. and Ravera, E.: SedNMR: on the edge between solution and solid-state NMR, Acc. Chem.
Res., 46(9), 2059-69, doi: 10.1021/ar300342f, 2013.

Bilokapic, S., Strauss, M. and Halic, M.: Cryo-EM of nucleosome core particle interactions in trans, Sci. Rep., 8(1), 7046,
doi:10.1038/s41598-018-25429-1, 2018.

Bockmann, A., Gardiennet, C., Verel, R., Hunkeler, A., Loquet, A., Pintacuda, G., Emsley, L., Meier, B. H. and Lesage, A.:
Characterization of different water pools in solid-state NMR protein samples, J. Biomol. NMR, 45(3), 319-327,
doi:10.1007/s10858-009-9374-3, 2009.

Boelens, R., Scheek, R. M., van Boom, J. H. and Kaptein, R.: Complex of lac repressor headpiece with a 14 base-pair lac
operator fragment studied by two-dimensional nuclear magnetic resonance, J. Mol. Biol.,, 193(1), 213-216,
doi:10.1016/0022-2836(87)90638-3, 1987.

Clapier, C. R., Chakravarthy, S., Petosa, C., Fernandez-Tornero, C., Luger, K. and Miiller, C. W.: Structure of theDrosophila
nucleosome core particle highlights evolutionary constraints on the H2A-H2B histone dimer, Proteins Struct. Funct.
Bioinforma., 71(1), 1-7, doi:10.1002/prot.21720, 2008.

Davey, C. A., Sargent, D. F., Luger, K., Maeder, A. W. and Richmond, T. J.: Solvent Mediated Interactions in the Structure
of the Nucleosome Core Particle at 1.9A Resolution, J. Mol. Biol., 319(5), 1097-1113, doi:10.1016/S0022-2836(02)00386-
8, 2002.

van Dijk, M. and Bonvin, A. M. J. J.: 3D-DART: a DNA structure modelling server, Nucleic Acids Res., 37(Web Server),
W235-W239, doi:10.1093/nar/gkp287, 2009.

Dyer, P. N., Edayathumangalam, R. S., White, C. L., Bao, Y., Chakravarthy, S., Muthurajan, U. M. and Luger, K.:
Reconstitution of nucleosome core particles from recombinant histones and DNA., Methods Enzymol., 375(970), 2344,
doi:10.1016/s0076-6879(03)75002-2, 2004.

Elbayed, K., Dillmann, B., Raya, J., Piotto, M. and Engelke, F.: Field modulation effects induced by sample spinning:
application to high-resolution magic angle spinning NMR, J. Magn. Reson., 174(1), 2-26, doi:10.1016/j.jmr.2004.11.017,
2005.

Eltsov, M., Grewe, D., Lemercier, N., Frangakis, A., Livolant, F. and Leforestier, A.: Nucleosome conformational variability
in solution and in interphase nuclei evidenced by cryo-electron microscopy of vitreous sections, Nucleic Acids Res., 46(17),
9189-9200, doi:10.1093/nar/gky670, 2018.

van Emmerik, C. L. and van Ingen, H.: Unspinning chromatin: Revealing the dynamic nucleosome landscape by NMR, Prog.
Nucl. Magn. Reson. Spectrosc., 110, 1-19, doi:10.1016/j.pnmrs.2019.01.002, 2019.

Fasci, D., van Ingen, H., Scheltema, R. A. and Heck, A. J. R.: Histone Interaction Landscapes Visualized by Crosslinking

23



535

540

545

550

555

560

565

Mass Spectrometry in Intact Cell Nuclei, Mol. Cell. Proteomics, 17(10), 2018-2033, doi:10.1074/mcp.RA118.000924,
2018.

Ferella, L., Luchinat, C., Ravera, E. and Rosato, A.: SedNMR: a web tool for optimizing sedimentation of macromolecular
solutes for SSNMR, J Biomol NMR, 57(4), 319-26, doi: 10.1007/s10858-013-9795-x, 2013.

Fragai, M., Luchinat, C., Parigi, G. and Ravera, E.: Practical considerations over spectral quality in solid state NMR
spectroscopy of soluble proteins, J. Biomol. NMR, 57(2), 155-166, doi:10.1007/s10858-013-9776-0, 2013.

de Frutos, M., Raspaud, E., Leforestier, A. and Livolant, F.: Aggregation of Nucleosomes by Divalent Cations, Biophys. J.,
81(2), 1127-1132, doi:10.1016/S0006-3495(01)75769-4, 2001.

Gao, M., Nadaud, P. S., Bernier, M. W., North, J. a., Hammel, P. C., Poirier, M. G. and Jaroniec, C. P.: Histone H3 and H4 N-
Terminal Tails in Nucleosome Arrays at Cellular Concentrations Probed by Magic Angle Spinning NMR Spectroscopy, J.
Am. Chem. Soc., 135(41), 15278-15281, doi:10.1021/ja407526s, 2013.

Garcia-Ramirez, M., Dong, F. and Ausio, J.: Role of the histone “tails” in the folding of oligonucleosomes depleted of histone
H1., J. Biol. Chem., 267(27), 19587-19595, doi:10.1016/S0021-9258(18)41815-7, 1992.

Garcia-Saez, 1., Menoni, H., Boopathi, R., Shukla, M. S., Soueidan, L., Noirclerc-Savoye, M., Le Roy, A., Skoufias, D. A.,
Bednar, J., Hamiche, A., Angelov, D., Petosa, C. and Dimitrov, S.: Structure of an H1-Bound 6-Nucleosome Array Reveals
an Untwisted Two-Start Chromatin Fiber Conformation, Mol. Cell, 72(5), 902-915.¢7, doi:10.1016/j.molcel.2018.09.027,
2018.

Gardiennet, C., Wiegand, T., Bazin, A., Cadalbert, R., Kunert, B., Lacabanne, D., Gutsche, 1., Terradot, L., Meier, B. H. and
Bockmann, A.: Solid-state NMR chemical-shift perturbations indicate domain reorientation of the DnaG primase in the
primosome of Helicobacter pylori, J. Biomol. NMR, 64(3), 189-195, doi:10.1007/s10858-016-0018-0, 2016.

Gatchalian, J., Wang, X., Ikebe, J., Cox, K. L., Tencer, A. H., Zhang, Y., Burge, N. L., Di, L., Gibson, M. D., Musselman, C.
A., Poirier, M. G., Kono, H., Hayes, J. J. and Kutateladze, T. G.: Accessibility of the histone H3 tail in the nucleosome for
binding of paired readers, Nat. Commun., 8(1), 1489, doi:10.1038/s41467-017-01598-x, 2017.

Gibson, B. A., Doolittle, L. K., Schneider, M. W. G., Jensen, L. E., Gamarra, N., Henry, L., Gerlich, D. W., Redding, S. and
Rosen, M. K.: Organization of Chromatin by Intrinsic and Regulated Phase Separation, Cell, 179(2), 470-484.e21,
doi:10.1016/j.cell.2019.08.037, 2019.

Hsieh, T.-H. S. H. S., Weiner, A., Lajoie, B., Dekker, J., Friedman, N. and Rando, O. J.: Mapping Nucleosome Resolution
Chromosome Folding in Yeast by Micro-C, Cell, 162(1), 108-119, doi:10.1016/j.cell.2015.05.048, 2015.

Jurrus, E., Engel, D., Star, K., Monson, K., Brandi, J., Felberg, L. E., Brookes, D. H., Wilson, L., Chen, J., Liles, K., Chun,
M., Li, P., Gohara, D. W., Dolinsky, T., Konecny, R., Koes, D. R., Nielsen, J. E., Head-Gordon, T., Geng, W., Krasny, R.,
Wei, G.-W., Holst, M. J., McCammon, J. A. and Baker, N. A.: Improvements to the APBS biomolecular solvation software
suite, Protein Sci., 27(1), 112—128, doi:10.1002/pro.3280, 2018.

Kalashnikova, A. A., Porter-Goff, M. E., Muthurajan, U. M., Luger, K. and Hansen, J. C.: The role of the nucleosome acidic
patch in modulating higher order chromatin structure, J. R. Soc. Interface, 10(82), 20121022, doi:10.1098/rsif.2012.1022,

24



570

575

580

585

590

595

2013.

Kalodimos, C.G., Folkers, G.E., Boelens, R. and Kaptein, R.: Strong DNA binding by covalently linked dimeric Lac headpiece:
evidence for the crucial role of the hinge helices. Proc. Natl. Acad. Sci. USA, 98(11), 6039-44, doi:
10.1073/pnas.101129898, 2001.

Kalodimos, C. G., Biris, N., Bonvin, A. M. J. J., Levandoski, M. M., Guennuegues, M., Boelens, R. and Kaptein, R.: Structure
and flexibility adaptation in nonspecific and specific protein-DNA complexes., Science, 305(5682), 386-9,
doi:10.1126/science. 1097064, 2004.

Kan, P.-Y., Lu, X., Hansen, J. C. and Hayes, J. J.: The H3 Tail Domain Participates in Multiple Interactions during Folding
and Self-Association of Nucleosome Arrays, Mol. Cell. Biol., 27(6), 2084-2091, doi:10.1128/MCB.02181-06, 2007.

Kato, H., van Ingen, H., Zhou, B. R. B.-R., Feng, H., Bustin, M., Kay, L. E. and Bai, Y.: Architecture of the high mobility
group nucleosomal protein 2-nucleosome complex as revealed by methyl-based NMR, Proc. Natl. Acad. Sci., 108(30),
12283-12288, doi:10.1073/pnas.1105848108, 2011.

Kitevski-LeBlanc, J. L., Yuwen, T., Dyer, P. N., Rudolph, J., Luger, K. and Kay, L. E.: Investigating the Dynamics of
Destabilized Nucleosomes Using Methyl-TROSY NMR, J. Am. Chem. Soc., 140(14), 4774-4777,
doi:10.1021/jacs.8b00931, 2018.

Korolev, N., Allahverdi, A., Lyubartsev, A. P. and Nordenskiold, L.: The polyelectrolyte properties of chromatin, Soft Matter,
8(36), 9322, doi:10.1039/c2sm25662b, 2012.

Lee, W., Tonelli, M. and Markley, J. L.: NMRFAM-SPARKY:: enhanced software for biomolecular NMR spectroscopy.,
Bioinformatics, 31(8), 1325-7, doi:10.1093/bioinformatics/btu830, 2015.

Leforestier, A. and Livolant, F.: Liquid crystalline ordering of nucleosome core particles under macromolecular crowding
conditions: evidence for a discotic columnar hexagonal phase, Biophys. J., 73(4), 1771-1776, doi:10.1016/S0006-
3495(97)78207-9, 1997.

Livolant, F., Mangenot, S., Leforestier, A., Bertin, A., Frutos, M. de, Raspaud, E., Durand, D., De Frutos, M., Raspaud, E.,
Durand, D., Jackson, G., Samulski, E. T., Matharu, A. S. and Percec, V.: Are liquid crystalline properties of nucleosomes
involved in chromosome structure and dynamics?, Philos. Trans. R. Soc. A Math. Phys. Eng. Sci., 364(1847), 2615-2633,
doi:10.1098/rsta.2006.1843, 2006.

Lowary, P. . and Widom, J.: New DNA sequence rules for high affinity binding to histone octamer and sequence-directed
nucleosome positioning, J. Mol. Biol., 276(1), 1942, doi:10.1006/jmbi.1997.1494, 1998.

Luger, K., Méder, A. W., Richmond, R. K., Sargent, D. F. and Richmond, T. J.: Crystal structure of the nucleosome core
particle at 2.8 A resolution, Nature, 389(6648), 251260, doi:10.1038/38444, 1997.

Mainz, A., Peschek, J., Stavropoulou, M., Back, K. C., Bardiaux, B., Asami, S., Prade, E., Peters, C., Weinkauf, S., Buchner,
J. and Reif, B.: The chaperone aB-crystallin uses different interfaces to capture an amorphous and an amyloid client, Nat.
Struct. Mol. Biol., 22(11), 898-905, doi:10.1038/nsmb.3108, 2015.

Manalastas-Cantos, K., Konarev, P. V., Hajizadeh, N. R., Kikhney, A. G., Petoukhov, M. V., Molodenskiy, D. S., Panjkovich,

25



600

605

610

615

620

625

630

A., Mertens, H. D. T., Gruzinov, A., Borges, C., Jeffries, C. M., Svergun, D. 1. and Franke, D.: ATSAS 3.0 : expanded
functionality and new tools for small-angle scattering data analysis, J. Appl. Crystallogr., 54(1), 343-355,
doi:10.1107/S1600576720013412, 2021.

Mandal, A., Boatz, J. C., Wheeler, T. B. and van der Wel, P. C. A.: On the use of ultracentrifugal devices for routine sample
preparation in biomolecular magic-angle-spinning NMR, J. Biomol. NMR, 67(3), 165-178, doi:10.1007/s10858-017-
0089-6, 2017.

Mangenot, S., Leforestier, A., Durand, D. and Livolant, F.: Phase diagram of nucleosome core particles., J. Mol. Biol., 333(5),
907-16, doi:10.1016/j.jmb.2003.09.015, 2003a.

Mangenot, S., Leforestier, A., Durand, D. and Livolant, F.: X-ray diffraction characterization of the dense phases formed by
nucleosome core particles., Biophys. J., 84(4), 2570—84, doi:10.1016/S0006-3495(03)75062-0, 2003Db.

Mansfield, R. E., Musselman, C. A., Kwan, A. H., Oliver, S. S., Garske, A. L., Davrazou, F., Denu, J. M., Kutateladze, T. G.
and Mackay, J. P.: Plant Homeodomain (PHD) Fingers of CHD4 Are Histone H3-binding Modules with Preference for
Unmodified H3K4 and Methylated H3K9, J. Biol. Chem., 286(13), 11779-11791, doi:10.1074/jbc.M110.208207, 2011.

Materese, C. K., Savelyev, A. and Papoian, G. A.: Counterion Atmosphere and Hydration Patterns near a Nucleosome Core
Particle, J. Am. Chem. Soc., 131(41), 15005-15013, doi:10.1021/ja905376q, 2009.

McGinty, R. K. and Tan, S.: Recognition of the nucleosome by chromatin factors and enzymes, Curr. Opin. Struct. Biol., 37,
54-61, doi:10.1016/j.sb1.2015.11.014, 2016.

Morrison, E. A., Bowerman, S., Sylvers, K. L., Wereszczynski, J. and Musselman, C. A.: The conformation of the histone H3
tail inhibits association of the BPTF PHD finger with the nucleosome, Elife, 7, doi:10.7554/eLife.31481, 2018.

Musselman, C. A., Mansfield, R. E., Garske, A. L., Davrazou, F., Kwan, A. H., Oliver, S. S., O’Leary, H., Denu, J. M.,
Mackay, J. P. and Kutateladze, T. G.: Binding of the CHD4 PHD?2 finger to histone H3 is modulated by covalent
modifications, Biochem. J., 423(2), 179-187, doi:10.1042/BJ20090870, 2009.

Musselman, C. A., Ramirez, J., Sims, J. K., Mansfield, R. E., Oliver, S. S., Denu, J. M., Mackay, J. P., Wade, P. A., Hagman,
J., Kutateladze, T. G., Ramifez, J., Sims, J. K., Mansfield, R. E., Oliver, S. S., Denu, J. M., Mackay, J. P., Wade, P. A.,
Hagman, J. and Kutateladze, T. G.: Bivalent recognition of nucleosomes by the tandem PHD fingers of the CHD4 ATPase
is required for CHD4-mediated repression, Proc. Natl. Acad. Sci., 109(3), 787-792, d0i:10.1073/pnas.1113655109, 2012.

Narasimhan, S., Pinto, C., Lucini Paioni, A., van der Zwan, J., Folkers, G. E. and Baldus, M.: Characterizing proteins in a
native bacterial environment using solid-state NMR spectroscopy, Nat. Protoc., 16(2), 893-918, doi:10.1038/s41596-020-
00439-4, 2021.

Nozaki, T., Kaizu, K., Pack, C.-G., Tamura, S., Tani, T., Hihara, S., Nagai, T., Takahashi, K. and Maeshima, K.: Flexible and
dynamic nucleosome fiber in living mammalian cells, Nucleus, 4(5), 349-356, doi:10.4161/nucl.26053, 2013.

le Paige, U. B. and van Ingen, H.: Nucleosome Under NMR’s Eye — A Practical Guide, eMagRes, 9(4),
doi:10.1002/9780470034590.emrstm1625, 2021.

Peng, T., Zhai, Y., Atlasi, Y., ter Huurne, M., Marks, H., Stunnenberg, H. G. and Megchelenbrink, W.: STARR-seq identifies

26



635

640

645

650

655

660

665

active, chromatin-masked, and dormant enhancers in pluripotent mouse embryonic stem cells, Genome Biol., 21(1), 243,
doi:10.1186/513059-020-02156-3, 2020.

Ricci, M. A., Manzo, C., Garcia-Parajo, M. F., Lakadamyali, M. and Cosma, M. P.: Chromatin Fibers Are Formed by
Heterogeneous Groups of Nucleosomes In Vivo, Cell, 160(6), 1145-1158, doi:10.1016/j.cell.2015.01.054, 2015.

Robinson, P. J. J., Fairall, L., Huynh, V. A. T. and Rhodes, D.: EM measurements define the dimensions of the “30-nm”
chromatin fiber: Evidence for a compact, interdigitated structure, Proc. Natl. Acad. Sci.,, 103(17), 6506-6511,
doi:10.1073/pnas.0601212103, 2006.

Sanulli, S., Trnka, M. J., Dharmarajan, V., Tibble, R. W., Pascal, B. D., Burlingame, A. L., Griffin, P. R., Gross, J. D. and
Narlikar, G. J.: HP1 reshapes nucleosome core to promote phase separation of heterochromatin, Nature, 575(7782), 390—
394, doi:10.1038/s41586-019-1669-2, 2019.

Schalch, T., Duda, S., Sargent, D. F. and Richmond, T. J.: X-ray structure of a tetranucleosome and its implications for the
chromatin fibre, Nature, 436(7047), 138—141, doi:10.1038/nature03686, 2005.

Schrédinger, LLC: The {PyMOL} Molecular Graphics System, Version~1.8., 2015.

Schwarz, P. M., Felthauser, A., Fletcher, T. M. and Hansen, J. C.: Reversible Oligonucleosome Self-Association: Dependence
on Divalent Cations and Core Histone Tail Domains §, Biochemistry, 35(13), 4009—4015, doi:10.1021/bi9525684, 1996.

Shi, X., Prasanna, C., Nagashima, T., Yamazaki, T., Pervushin, K. and Nordenskiold, L.: Structure and Dynamics in the
Nucleosome Revealed by Solid-State NMR, Angew. Chemie Int. Ed., 57(31), 9734-9738, do0i:10.1002/anie.201804707,
2018.

Shi, X., Prasanna, C., Soman, A., Pervushin, K. and Nordenskidld, L.: Dynamic networks observed in the nucleosome core
particles couple the histone globular domains with DNA, Commun. Biol., 3(1), 639, doi:10.1038/s42003-020-01369-3,
2020.

Sinha, K. K., Gross, J. D. and Narlikar, G. J.: Distortion of histone octamer core promotes nucleosome mobilization by a
chromatin remodeler, Science (80-. )., 355(6322), eaaa3761, doi:10.1126/science.aaa3761, 2017.

Song, F., Chen, P., Sun, D., Wang, M., Dong, L., Liang, D., Xu, R.-M. R.-M., Zhu, P. and Li, G.: Cryo-EM Study of the
Chromatin Fiber Reveals a Double Helix Twisted by Tetranucleosomal Units, Science (80-. )., 344(6182), 376380,
doi:10.1126/science.1251413, 2014.

Speranzini, V., Pilotto, S., Sixma, T. K. and Mattevi, A.: Touch, act and go: landing and operating on nucleosomes, EMBO J.,
35(4), 376388, doi:10.15252/embj.201593377, 2016.

Spronk, C.A., Folkers, G.E., Noordman, A.M., Wechselberger, R., van den Brink, N., Boelens, R. and Kaptein R.: Hinge-helix
formation and DNA bending in various lac repressor-operator complexes, EMBO J., 18(22), 6472-80. doi:
10.1093/emboj/18.22.6472, 1999

Stiitzer, A., Liokatis, S., Kiesel, A., Schwarzer, D., Sprangers, R., S6ding, J., Selenko, P. and Fischle, W.: Modulations of
DNA Contacts by Linker Histones and Post-translational Modifications Determine the Mobility and Modifiability of
Nucleosomal H3 Tails, Mol. Cell, 61(2), 247-259, doi:10.1016/j.molcel.2015.12.015, 2016.

27



670

675

680

685

690

695

Trellet, M., Melquiond, A. S. J. and Bonvin, A. M. J. J.: A Unified Conformational Selection and Induced Fit Approach to
Protein-Peptide Docking, edited by O. Keskin, PLoS One, 8(3), €58769, doi:10.1371/journal.pone.0058769, 2013.

Tugarinov, V., Hwang, P. M., Ollerenshaw, J. E. and Kay, L. E.: Cross-Correlated Relaxation Enhanced 1 H- 13 C NMR
Spectroscopy of Methyl Groups in Very High Molecular Weight Proteins and Protein Complexes, J. Am. Chem. Soc.,
125(34), 10420-10428, doi:10.1021/j2a030153x, 2003.

Vasudevan, D., Chua, E. Y. D. and Davey, C. A.: Crystal Structures of Nucleosome Core Particles Containing the ‘601° Strong
Positioning Sequence, J. Mol. Biol., 403(1), 1-10, doi:10.1016/j.jmb.2010.08.039, 2010.

van Vugt, J. J. F. A., de Jager, M., Murawska, M., Brehm, A., van Noort, J. and Logie, C.: Multiple aspects of ATP-dependent
nucleosome translocation by RSC and Mi-2 are directed by the underlying DNA sequence., PLoS One, 4(7), ¢6345,
doi:10.1371/journal.pone.0006345, 2009.

Wang ,S., Vogirala, V.K., Soman, A., Berezhnoy, N.V., Liu, Z.B., Wong, A.S.W., Korolev, N., Su, C.J., Sandin, S. and
Nordenskiold, L.: Linker histone defines structure and self-association behaviour of the 177 bp human chromatosome, Sci.
Rep., 11(1), 380, doi: 10.1038/s41598-020-79654-8, 2021.

Webb, B. and Sali, A.: Comparative Protein Structure Modeling Using MODELLER, Curr. Protoc. Bioinforma., 54(1),
doi:10.1002/cpbi.3, 2016.

Weidemann, T., Wachsmuth, M., Knoch, T. A., Miiller, G., Waldeck, W. and Langowski, J.: Counting Nucleosomes in Living
Cells with a Combination of Fluorescence Correlation Spectroscopy and Confocal Imaging, J. Mol. Biol., 334(2), 229-
240, doi:10.1016/j.jmb.2003.08.063, 2003.

Wiegand, T., Lacabanne, D., Torosyan, A., Boudet, J., Cadalbert, R., Allain, F. H.-T., Meier, B. H. and Bockmann, A.:
Sedimentation Yields Long-Term Stable Protein Samples as Shown by Solid-State NMR, Front. Mol. Biosci., 7,
doi:10.3389/fmolb.2020.00017, 2020.

Williamson, M.P.: Using chemical shift perturbation to characterise ligand binding, Prog. Nucl. Magn. Reson. Spectrosc, 73,
1-16, doi: 10.1016/j.pnmrs.2013.02.001, 2013.

Xiang, S., le Paige, U. B., Horn, V., Houben, K., Baldus, M. and van Ingen, H.: Site-Specific Studies of Nucleosome
Interactions by  Solid-State NMR  Spectroscopy, Angew. Chemie Int. Ed., 57(17), 4571-4575,
doi:10.1002/anie.201713158, 2018.

van Zundert, G. C. P., Rodrigues, J. P. G. L. M., Trellet, M., Schmitz, C., Kastritis, P. L., Karaca, E., Melquiond, A. S. J., van
Dijk, M., de Vries, S. J. and Bonvin, A. M. J. J.: The HADDOCK?2.2 Web Server: User-Friendly Integrative Modeling of
Biomolecular Complexes, J. Mol. Biol., 428(4), 720-725, doi:10.1016/j.jmb.2015.09.014, 2016.

28



