
*For correspondence:

jhadden@udel.edu

†In memoriam

Competing interest: See

page 23

Funding: See page 23

Received: 03 October 2017

Accepted: 05 April 2018

Published: 27 April 2018

Reviewing editor: Axel T

Brunger, Stanford University

Medical Center, United States

Copyright Hadden et al. This

article is distributed under the

terms of the Creative Commons

Attribution License, which

permits unrestricted use and

redistribution provided that the

original author and source are

credited.

All-atom molecular dynamics of the HBV
capsid reveals insights into biological
function and cryo-EM resolution limits
Jodi A Hadden1*, Juan R Perilla1, Christopher John Schlicksup2,
Balasubramanian Venkatakrishnan2, Adam Zlotnick2, Klaus Schulten3,4†

1Department of Chemistry and Biochemistry, University of Delaware, Newark,
United States; 2Department of Molecular and Cellular Biochemistry, Indiana
University, Bloomington, United States; 3Department of Physics, University of Illinois
at Urbana-Champaign, Urbana, United States; 4Beckman Institute, University of
Illinois at Urbana-Champaign, Urbana, United States

Abstract The hepatitis B virus capsid represents a promising therapeutic target. Experiments

suggest the capsid must be flexible to function; however, capsid structure and dynamics have not

been thoroughly characterized in the absence of icosahedral symmetry constraints. Here, all-atom

molecular dynamics simulations are leveraged to investigate the capsid without symmetry bias,

enabling study of capsid flexibility and its implications for biological function and cryo-EM

resolution limits. Simulation results confirm flexibility and reveal a propensity for asymmetric

distortion. The capsid’s influence on ionic species suggests a mechanism for modulating the display

of cellular signals and implicates the capsid’s triangular pores as the location of signal exposure. A

theoretical image reconstruction performed using simulated conformations indicates how capsid

flexibility may limit the resolution of cryo-EM. Overall, the present work provides functional insight

beyond what is accessible to experimental methods and raises important considerations regarding

asymmetry in structural studies of icosahedral virus capsids.

DOI: https://doi.org/10.7554/eLife.32478.001

Introduction
Hepatitis B virus (HBV) is a spherical pararetrovirus that infects hepatocytes. Despite the availability

of a vaccine, around 240 people worldwide suffer from chronic HBV infection (Ott et al., 2012), plac-

ing them at risk for severe liver disease, such as cirrhosis and cancer. Among new strategies being

explored for the treatment of HBV, disruption of its capsid represents a promising approach

(Zlotnick and Mukhopadhyay, 2011).

The HBV capsid typically manifests as a T = 4 icosahedral particle, 36 nm in diameter, composed

of 120 copies of capsid protein (Cp) homodimer. The capsid carries out important functional roles

throughout the HBV infection cycle, assembling to enclose the viral genome (pregenomic RNA,

pgRNA), serving as a container for reverse transcription of single-stranded linear pgRNA to circular

double-stranded DNA (ds-DNA), displaying signals for intracellular trafficking and the binding of

viral envelope glycoproteins, and dissociating to release its cargo to the host cell nucleus

(Venkatakrishnan and Zlotnick, 2016). The Cp assembly domain (Cp149) represents the minimum

protein length required to achieve self-association of dimers into archetypal capsids (Zlotnick et al.,

1996). Atomic models of the assembly domain capsid (4 MDa) have been determined crystallo-

graphically via symmetry averaging (Wynne et al., 1999; Bourne et al., 2006; Katen et al., 2013;

Venkatakrishnan et al., 2016). Full-length Cp includes 34 additional residues on its C-terminus

(Cp183). The C-terminal domain (CTD) tails interact with pgRNA in the immature capsid, extrude to
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the capsid exterior to signal key events during the viral life cycle, and are subject to phosphorylation

and dephosphorylation (Venkatakrishnan et al., 2016).

Development of therapeutic interventions that target the HBV capsid can be supported by all-

atom characterization of its structure, dynamics, and biophysical properties. However, the size and

complexity of the complete capsid have rendered it difficult to study without enforcing assumptions

based on icosahedral symmetry. For decades, researchers have relied on symmetry to obtain experi-

mental structures of icosahedral virus capsids, as well as to make computational predictions regard-

ing their dynamical behavior. Unfortunately, the results generated by such approaches may provide

an incomplete and/or oversimplified description of a complex molecular machine, thus, limiting

researchers’ ability to ascertain the mechanisms by which it functions.

The present work addresses the need for all-atom characterization of the HBV capsid without

symmetry bias using molecular dynamics (MD) simulations on the microsecond timescale. MD simula-

tions have emerged as a powerful technique to model and investigate large biomolecules

(Goh et al., 2016; Perilla et al., 2015), and advances in supercomputing now enable their applica-

tion to complete virus capsids and virus-like particles at full chemical detail (Freddolino et al., 2006;

Larsson et al., 2012; Andoh et al., 2014; Tarasova et al., 2017a; Tarasova et al., 2017b;

Perilla and Schulten, 2017). The HBV capsid has been examined previously with coarse-grained sim-

ulations (Arkhipov et al., 2009) and in preliminary work that encompassed a timescale of only 0.1 ms

(Perilla et al., 2016). Here, computational study of the HBV capsid yields an all-atom description of

unconstrained dynamics based on a timescale an order of magnitude greater than hitherto explored

and represents the most extensive unbiased simulation achieved to date for a T > 1 icosahedral virus

capsid. The availability of an unsymmetrized conformational ensemble sampled over 1 ms provides

the unique opportunity to study intrinsic capsid flexibility, its potential role in viral function, and its

relationship to resolution obtained with single-particle image reconstruction, a technique used

widely in structure determination by cryo-electron microscopy (cryo-EM).

Simulation results reveal remarkable asymmetry in capsid shape and essential dynamics, support-

ing hypotheses that the ability to accommodate asymmetric distortion plays a key role in its biologi-

cal function. Findings further demonstrate the capsid’s influence on its surrounding solvent

environment, particularly with respect to the behavior of charged species, suggesting a mechanism

to modulate the display of nuclear localization signals. Observations implicate the capsid’s triangular

pores as participating in the cellular signaling process. The identification of sodium localization

within trimer-of-dimer interfaces could contribute to accelerated capsid assembly under high salt

concentrations. Finally, a theoretical single-particle image reconstruction performed using capsid

conformations sampled during simulation indicates that capsid flexibility may represent a major limit-

ing factor to achieving true atomic (1–2 Å) resolution with cryo-EM.

Results

Capsid simulation reaches equilibrium after 0.1 ms
An all-atom model of the HBV capsid assembly domain (Cp149, Figure 1a) was constructed based

on an available apo-form crystal structure (PDB ID 2G33, 3.96 Å) (Bourne et al., 2006) and simulated

without restraints for a total of 1.1 ms. Including explicit water molecules and 150 mM NaCl, the sim-

ulation encompassed nearly 6 M atoms. Assessment of the capsid’s size, stability, and morphology

demonstrates that 0.1 ms of simulation time was required for the capsid to relax from its crystallo-

graphic state and reach structural equilibrium under physiological conditions.

The inner volume of the capsid was estimated by fitting a 240-face polyhedron to its symmetry

axes (Figure 1b, described in Materials and methods). Following the release of simulation restraints,

volume increased for 0.05 ms (Figure 1c). An overall expansion of capsid volume by 4% suggests

that the crystal structure was substantially affected by crystal contacts. The mutual similarity of cap-

sid conformers sampled during simulation was assessed by measuring Ca root-mean-square-devia-

tion (RMSD) pairwise between them. RMSD is defined as the root-mean-square-average distance

between two optimally superimposed biomolecular structures. Ca RMSD between capsid conform-

ers converged to within 5 Å around 0.1 ms (Figure 1—figure supplement 1), indicating the equili-

bration time required for the model to reach a stable configuration. Interestingly, the all-atom
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Figure 1. Capsid size, stability, and morphology. (a) The T = 4 HBV capsid is composed of 120 copies of Cp

homodimer, where A (red) and B (beige) quasi-equivalent chains comprise AB dimers, and C (cyan) and D (blue)

quasi-equivalent chains comprise CD dimers. (b) A polyhedron of 240 triangular faces was used to estimate capsid

inner volume and sphericity; see Materials and methods. Polyhedron shown within a cross-section of the capsid,

with fivefold (red spheres), sixfold (beige spheres), and threefold (blue spheres) vertices indicated. (c) Capsid inner

volume increased and stabilized within 0.05 ms. (d) Capsid sphericity remained high throughout the simulation.

DOI: https://doi.org/10.7554/eLife.32478.002

Figure 1 continued on next page
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model of the human immunodeficiency virus type 1 (HIV-1) capsid (Zhao et al., 2013) was observed

to shrink during simulation and reached equilibrium only after 0.4 ms (Perilla and Schulten, 2017).

The sphericity of the HBV capsid, a measure of how closely its 3D shape approaches that of a

sphere (Wadell, 1935), was also estimated based on the 240-face polyhedron (Figure 1b). A perfect

sphere has unit sphericity, while a regular icosahedron has sphericity ~ 0.939. The capsid’s morphol-

ogy remained highly spherical throughout the course of simulation, fluctuating within 0.15% of the

value calculated for the crystal structure (Figure 1d). While fluctuations in sphericity clearly arise

from fluctuations in capsid shape, decreased sphericity does not necessarily indicate asymmetry.

The 0.1 ms equilibration time required for the HBV capsid model is consistent with previous all-

atom simulation work on the similarly sized poliovirus capsid, which attempted to correct for antici-

pated volume expansion in the initial model, prior to simulation (Andoh et al., 2014). Equilibration

times are expected to be even longer for larger capsids (Perilla and Schulten, 2017) and capsids

whose experimental structures were determined under conditions very different from their native

environment. Given that most other all-atom investigations of virus capsids have reached timescales

of only tens of nanoseconds, these observations underscore the likely necessity of future capsid sim-

ulation studies to sample temporal regimes of hundreds of nanoseconds in order to produce relaxed

conformational ensembles conducive to the measurement of equilibrium biophysical properties. The

final 1 ms of simulation obtained in the present work describes a relaxed and structurally stable

model of the HBV capsid that was employed for further analysis. An animation depicting capsid

dynamics over this window is provided in Video 1.

Local capsid dynamics depend on
quasi-equivalence
Above all else, simulation of the HBV capsid

reveals that it is remarkably flexible. Local capsid

dynamics arise from the internal motions of con-

stituent Cp dimers (Figure 2a). The flexibility of

Cp is likely an essential feature, as dimers appear

to be capable of a conformational switch that

facilitates assembly (Packianathan et al., 2010),

and assembled capsids can accommodate two

different T numbers (Venkatakrishnan and Zlot-

nick, 2016).

Cp flexibility was assessed by measuring Ca

root-mean-square-fluctuations (RMSF) for dimers

extracted from the capsid simulation. RMSF is

defined as the root mean-square-average dis-

tance between an atom and its average position

within an ensemble of biomolecular structures.

Ca RMSF profiles indicate that the C-terminal

extended structure beyond helix 5 is the most

mobile segment of Cp (Figure 2b–c). Values are

9.8 ± 3.1 Å at V149-Ca and 2.1 ± 0.7 Å at T142-

Ca , the last crystallographically ordered residue

in most experimental structures (Wynne et al.,

1999; Bourne et al., 2006; Katen et al., 2013;

Venkatakrishnan et al., 2016). In Cp183,

Figure 1 continued

The following source data and figure supplement are available for figure 1:

Source data 1. Raw data for plots 1c-d in plain text format.

DOI: https://doi.org/10.7554/eLife.32478.004

Figure supplement 1. RMSD of complete capsid.

DOI: https://doi.org/10.7554/eLife.32478.003

Video 1. All-atom MD simulation of the HBV capsid.

Animation illustrating dynamics of the HBV capsid

sampled over 1 ms of all-atom MD simulation. The

capsid is composed of 120 copies of Cp homodimer,

where Cp occupies quasi-equivalent chain positions A

(red), B (beige), C (cyan), and D (blue). Animation

rendered using VMD.

DOI: https://doi.org/10.7554/eLife.32478.005
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residues 140 to 149 have been described as a linker (Watts et al., 2002) that connects the assembly

domain to the disordered CTD, whose flexibility and mobility are known to be vital for capsid func-

tion throughout the infection cycle (Venkatakrishnan and Zlotnick, 2016).

Due to quasi-equivalence, dimers can be classified into two groups: those composed of A and B

chains (AB dimers) and those composed of C and D chains (CD dimers). Comparing average Ca

RMSF for dimer groups indicates that CD dimers are more flexible than AB dimers (Figure 2b–c).

Apart from the C-termini, the spike tips at the junction of helices 3 and 4 and the region encompass-

ing helix 2 and its connecting loop to helix 3 exhibit the greatest mobility. The flexibility and variabil-

ity of the CD dimer exceeds that of the AB dimer in both of these key locations, demonstrating that

local capsid dynamics are a function of quasi-equivalence.

Figure 2. Flexibility of Cp dimers. (a) Schematic of Cp dimer, with helices 1 through 5 indicated. (b) Average Ca RMSF (Å) over 60 copies of AB dimers.

(c) Average Ca RMSF (Å) over 60 copies of CD dimers. CD dimers are more flexible than AB dimers, with greater mobility in the spike tips. Calculations

are based on internal alignment of dimers extracted from the capsid simulation, totaling 60 ms of conformational sampling for each dimer group. Error

bars are given as standard deviation. (d) 3D histogram of AB dimer spike tip motions in the xy plane, given alignment of dimers along the z-axis. (e) 3D

histogram of CD dimer spike tip motions in the xy plane, given alignment of dimers along the z-axis. CD dimer spike tips sample a larger spatial area

than AB dimer spike tips. Histograms are based on 60 ms of conformational sampling for each dimer group, or a total of 3 M conformations. See

Materials and methods for more information on dimer alignments and spike tip definitions.

DOI: https://doi.org/10.7554/eLife.32478.006

The following source data is available for figure 2:

Source data 1. Raw data for plots 2b-c in plain text format.

DOI: https://doi.org/10.7554/eLife.32478.007
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Even within the crystal structure, CD dimers exhibit more disorder in the spike tips than AB

dimers (Bourne et al., 2006). CD dimer spike tips also maintain a shorter gap between constituent

chains than AB dimer spike tips (4.9 ± 4.4 Å versus 7.2 ± 5.2 Å from D78-Ca to D78-Ca’ on average

during simulation), indicating that greater mobility in this region does not arise from or lead to a

more open dimer interface. An interesting observation from simulation is that spikes composed of

both AB and CD dimers demonstrate the ability to sway back and forth. Measurement of fluctuations

of spike tips in the xy plane based on alignment of dimers along the z-axis (described in Materials

and methods) indicates that the motion of CD dimer spikes allows them to sample a larger spatial

area than AB dimer spikes (Figure 2d–e). Because the structural features of viruses have been highly

optimized to carry out specific functions necessary to drive infection, it is reasonable to hypothesize

that the effects of quasi-equivalence on capsid dynamics could play an important, but as yet

unknown role in capsid function.

Global capsid dynamics are asymmetric
Beyond the internal motions of Cp dimers, the capsid exhibits global dynamics that arise from spatial

movements of dimers relative to each other within the assembly. Comparison of average Ca RMSF

measured for dimers extracted from the capsid (Figure 3a, bottom curve) with that of dimers con-

sidered within the context of the capsid (Figure 3a, top curve) clearly illustrates this observation.

The relative motion of dimers leads immediately to asymmetry within the capsid structure. In a

symmetric capsid, dimer positions are related by standard transformation matrices, such as those

available from the VIPER database (Carrillo-Tripp et al., 2009), which describe an idealized relation-

ship between subunits. Capsid dynamics can cause deviations in the transformations between dimers

of neighboring subunits in excess of ±8˚ (Figure 3—figure supplement 1), leading to spatial dis-

placements of up to ±8 Å compared to a symmetric structure.

Projection of capsid RMSF values onto their corresponding locations in the capsid model illus-

trates a clear picture of asymmetry in global dynamics (Figure 3b). Given infinite conformational

sampling (or icosahedral averaging), the projection might be expected to appear symmetric; how-

ever, combining the global motions sampled over the simulation timescale of 1 ms does not yield an

idealized icosahedral structure. Beyond consistently high flexibility of the spikes, global dynamics

appear non-uniform and follow no distinguishable pattern. RMSF values do not correlate with sym-

metry axes or correspond strongly to capsomere type.

Assessment of the local stability of capsomeres based on RMSD from the initial model indicates

that hemaxers are slightly more flexible than pentamers on average (6.7 ± 0.3 Å versus 6.2 ± 0.2 Å),

which can be attributed to the increased flexibility measured for CD dimers. This is in contrast to

results for the HIV-1 capsid, whose hexamers were found to be notably more flexible than pentamers

(3.8 ± 1.0 Å versus 2.7 ± 0.6 Å) (Perilla and Schulten, 2017).

Apparent asymmetry of capsomeres within the context of the capsid assembly arises from transla-

tions through space, which do not occur uniformly and are not fully sampled across

symmetrically related regions of the capsid over 1 ms. Indeed, the time series for spatial fluctuations

of capsid pentamers with respect to the capsid center reveals correlation, anti-correlation, and lack

of correlation in the motions of symmetrically related pentamers (Figure 4). These observations indi-

cate asymmetric distortions in capsid shape at equilibrium, and that capsid shape constantly fluctu-

ates over long timescales.

Essential dynamics emphasize asymmetric distortion
Due to the computational expense of simulating complete virus capsids, some alternative theoretical

approaches have been utilized to predict dynamical and mechanical properties of capsids at reduced

cost (May, 2014). In particular, normal mode analysis (NMA) has been applied to compute collective

motions of icosahedral capsids, which have proven useful for suggesting pathways for large confor-

mational transitions involving global expansion, such as swelling and maturation (Tama and Brooks,

2002; Tama and Brooks, 2005; Kim et al., 2003; Rader et al., 2005). To minimize computational

expense, such calculations have relied on the use of symmetry constraints.

The availability of an unsymmetrized conformational ensemble produced by microsecond simula-

tion of the HBV capsid provides the unique opportunity to examine capsid collective motions with-

out the assumption of symmetry, as well as in the context of damping effects due to the presence of

Hadden et al. eLife 2018;7:e32478. DOI: https://doi.org/10.7554/eLife.32478 6 of 27

Research article Structural Biology and Molecular Biophysics

https://doi.org/10.7554/eLife.32478


surrounding solvent. Essential dynamics of the capsid were determined by principal component anal-

ysis (PCA) of its Ca trace, using 50,000 conformations sampled over 1 ms of simulation. PCA results

reveal remarkable complexity in the capsid’s local and global dynamics and further emphasize asym-

metric distortion in its overall shape. The lowest frequency mode (Figure 5) comprises only 6% of

total variance; by the tenth mode, contribution to variance is less than 2% (Figure 5—figure supple-

ment 1). More than 25 modes are required to account for 50% of the collective motions sampled by

the capsid.

Figure 3. RMSF of complete capsid. (a) Average Ca RMSF (Å) of Cp dimers. Calculations are based on internal

alignment of dimers extracted from the capsid simulation (local dynamics, bottom curve) and alignment of the full

capsid (global dynamics, top curve), totaling 120 ms of conformational sampling. The increase in apparent dimer

flexibility in the latter case arises from spatial movements of dimers relative to each other within the capsid

assembly. (b) Projection of RMSF values fonto their corresponding locations in the capsid model instead of

averaging over dimer copies reveals clear asymmetry in global dynamics. Fivefold vertices are highlighted with

stars.

DOI: https://doi.org/10.7554/eLife.32478.008

The following source data and figure supplement are available for figure 3:

Source data 1. Raw data for plot 3a in plain text format.

DOI: https://doi.org/10.7554/eLife.32478.010

Figure supplement 1. Deviations in transformations between dimers of neighboring subunits.

DOI: https://doi.org/10.7554/eLife.32478.009
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Previous work to predict collective motions of the HBV capsid based on NMA with symmetry con-

straints reported motions such as (1) an outward expansion of Cps on fivefold vertices coupled with

inward expansion of Cps on threefold vertices, (2) capsid breathing, (3) twisting of Cps on fivefold

and threefold vertices in opposite directions, and (4) pinching of Cps on fivefold and threefold verti-

ces toward those vertices (Dykeman and Sankey, 2010). The modes computed in the present study

include no assumption of symmetry and cannot be so simply described, as they encompass varied

combinations of previously reported motions, a well as other movements, distributed non-uniformly

across the capsid structure.

For example, in the lowest frequency mode (Figure 5), one region of the capsid exhibits anti-cor-

related inward and outward expansion of fivefold and threefold vertices, whereas another region

exhibits similar motions in a correlated fashion. These motions are not necessarily radial in their

expansion. In some cases, the motions stem from the Cps around sixfold vertices. While some capso-

meres appear to move inward and outward, others seem to rock back and forth along the capsid

surface; some expand and contract laterally; some twist; some undergo motion as complete capso-

mere units, while others shear or split. Capsid spikes exhibit some of the most dramatic movements,

appearing to sway back and forth or move inward and outward radially. One common characteristic

observed for all major modes was an elongation or compression of the capsid along one axis or

another, resulting in the protrusion of some area of its surface and, thus, asymmetric distortion of its

shape. An animation depicting the first three modes of capsid essential dynamics is provided in

Video 2.

Notably, a symmetric breathing mode, which was previously predicted for the HBV capsid

(Dykeman and Sankey, 2010), was not identified by PCA. Given infinite conformational sampling,

the symmetric features of the capsid’s essential dynamics might be expected to appear more pro-

nounced. Future simulation work on icosahedral capsids that explore longer, multi-microsecond

timescales, likely through the use of enhanced sampling methods, will shed further light on the role

of symmetry versus asymmetry in capsid collective motions, particularly in the presence of solvent.

Figure 4. Spatial fluctuations of pentamers with respect to the capsid center. (a–f) Pentamers in the upper hemisphere (red) of the capsid are shown

paired with their counterparts across the twofold symmetry axis in the lower hemisphere (blue). Icosahedral schematics indicate the relative locations of

the measured distances (Å) within the capsid. Distances are measured between the center of mass of pentamers and the center of mass of the capsid.

Variations in distance profiles indicate asymmetric distortions in capsid shape over time.

DOI: https://doi.org/10.7554/eLife.32478.011

The following source data is available for figure 4:

Source data 1. Raw data for plots 4a-f in plain text format.

DOI: https://doi.org/10.7554/eLife.32478.012
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Importantly, some NMA studies of icosahedral capsids have suggested that the lowest frequency

modes may actually be non-icosahedral, implying that asymmetric motions could be the most rele-

vant to biological function (Tama and Brooks, 2002; Rader et al., 2005; May et al., 2011). How-

ever, more recent studies using multi-scale techniques that combine NMA with symmetry-

constrained MD simulations suggest that, although asymmetric paths contribute to the ensemble of

pathways available for expansion transitions, the symmetric paths dominate (May et al., 2012).

Regardless of the role of symmetry in long timescale dynamics of the HBV capsid, the observation

that the capsid is capable of asymmetric distortion, even under equilibrium conditions and in the

absence of mechanical stress, raises the possibility that this may be an important biophysical feature,

relevant to capsid function.

Figure 5. Essential dynamics of the capsid. (a–f) Views of the first mode from PCA, which comprises only 6% of total variance, illustrate the striking

complexity and intrinsic asymmetry of capsid dynamics. PCA calculation based on Ca trace of 50,000 conformations sampled over 1 ms of simulation.

Mode representation shown as a porcupine plot projected onto a polyhedral surface with pentamers highlighted in red; eigenvalue scaling increased

by five for visual clarity.

DOI: https://doi.org/10.7554/eLife.32478.013

The following source data and figure supplement are available for figure 5:

Source data 1. Mode data in plain text format for NMWiz.

DOI: https://doi.org/10.7554/eLife.32478.015

Figure supplement 1. Scree plot for PCA modes.

DOI: https://doi.org/10.7554/eLife.32478.014
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Capsid dynamics limit resolution in
single-particle image
reconstruction
Cryo-EM has gained new prominence as a

method for determining the structures of large

biomolecules, including the HBV capsid

(Conway et al., 1997; Yu et al., 2013;

Wang et al., 2012; Schlicksup et al., 2018), as

sample preparation does not impose crystallo-

graphic packing constraints on molecular confor-

mations, and single-particle image

reconstructions now approach atomic resolution.

Importantly, image reconstructions depend on

averaging together many image samples of what

is presumably a single biomolecular conforma-

tion; however, simulation results indicate that the

HBV capsid, once thought of as a highly symmet-

ric structure, actually explores a massive ensem-

ble of asymmetric conformations under

physiological conditions. The best cryo-EM reso-

lution achieved thus far for the HBV capsid is 3.5

Å (Yu et al., 2013). Analysis of theoretical density

maps calculated for conformations sampled dur-

ing simulation demonstrate that the high flexibil-

ity of the capsid is a key factor limiting the

resolution obtained for it in single-particle image

reconstructions.

Density maps were calculated for 1,000 capsid conformations extracted at regular intervals over 1

ms of simulation time. The individual maps necessarily show atomic detail (Figure 6a). Aligning and

averaging the 1,000 individual maps mimics the effect of performing a single-particle image recon-

struction. The average map (Figure 6b) exhibits significant smoothing relative to the map calculated

for a single conformation (Figure 6a), and the loss of detail clearly stems from the collective variabil-

ity of capsid conformations included in the analysis. In addition to local flexibility of the capsid, such

as the significant motions measured for spike tips, the distortions in capsid shape observed during

simulation serve to reduce accuracy in structural alignment and blur atomic detail upon averaging.

Differences in pentamer-pentamer diameter between individual maps were found to exceed 4 Å,

which would be more than sufficient to cause smearing in experimental density. Applying icosahe-

dral averaging, as is common for structure determination of virus capsids with both cryo-EM and

crystallography, results in further degradation of atomic detail (Figure 6c). Given infinite conforma-

tional sampling, the maps from Figure 6b and c would likely exhibit yet less detail, but more closely

resemble one another.

Resolution was estimated for the asymmetric image reconstruction represented in Figure 6b

using Fourier shell correlation (FSC), which measures the correlation between two density maps as a

function of spatial frequency. The data set used in the reconstruction (1,000 maps) was divided into

two randomized subsets (500 maps). The maps in each subset were aligned and averaged, and the

Fourier transforms of the new average maps were computed. The resolution of the reconstruction

based on the full data set is defined where the FSC between the two sub-maps falls below a cutoff,

typically 0.143 (Rosenthal and Henderson, 2003). The FSC between the two maps indicated a reso-

lution of 2.3 Å (Figure 6—figure supplement 1a). For map calculation, the individual atoms were

treated as Gaussian density distributions with a width (i.e. diameter) of 1 Å at half maximal density.

As such, degradation of resolution to 2.3 Å represents a substantial loss of detail arising solely from

the flexibility captured by 1,000 capsid conformations. The width specified in map calculation did

not appear to introduce bias, as repeating the analysis with widths of 0.5 Å and 1.5 Å produced

identical FSC curves (Figure 6—figure supplement 1b). Icosahedral averaging of the two sub-maps

increased the correlation observed at lower spatial frequencies in the FSC curves, but did not alter

Video 2. Essential dynamics of the HBV capsid.

Animation depicting the first three modes from PCA of

the capsid, computed based on an ensemble of 50,000

conformations sampled over 1 ms of MD simulation.

Modes are ordered from left to right and comprise

6.0%, 4.7%, and 3.4% contribution to total variance,

respectively. Top panel illustrates the capsid’s Ca

trace, while the lower panel provides an abstraction

based on a polyhedron used to describe changes in

the capsid’s global morphology. Animation rendered

using NMWiz and VMD.

DOI: https://doi.org/10.7554/eLife.32478.016
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Figure 6. Theoretical density maps. (a) A representative density map calculated for a single conformer sampled

during simulation. The map necessarily shows atomic detail, with individual side chains clearly visible. (b) An

averaged map calculated as the mean of 1,000 individual maps, such as that in panel a, based on conformers

extracted from the simulation at 1-ns intervals. All maps used in the calculation share a common orientation,

based on alignment on the capsid’s Ca trace. Averaging clearly reduces molecular detail. (c) A map calculated by

icosahedral averaging of the map in panel b. With icosahedral averaging, a technique commonly used in

experimental structure determination, molecular detail is further reduced and features at low spatial frequency

become more apparent. For map calculations, individual atoms were treated as Gaussian density distributions with

a width of 1 Å at half maximal density and pixel size of 0.75 Å.

DOI: https://doi.org/10.7554/eLife.32478.017

The following figure supplement is available for figure 6:

Figure supplement 1. FSC analysis of theoretical density maps.

DOI: https://doi.org/10.7554/eLife.32478.018
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the predicted resolution of 2.3 Å (Figure 6—figure supplement 1c). While this resolution estimate

is much better than the best cryo-EM resolution obtained thus far for the HBV capsid (3.5 Å

[Yu et al., 2013]), the latter likely includes more extensive conformational sampling in the image

reconstruction, as well as errors resulting from experimental considerations that are absent in the

simulation study.

To further investigate the relationship between capsid dynamics and the results of single-particle

image reconstruction, local resolution was estimated for the symmetric image reconstruction repre-

sented in Figure 6c. Local resolution provides information regarding structural order or relative

atomic fluctuation within different regions of the capsid, analogous to a crystallographic B-factor

(Cardone et al., 2013; Wynne et al., 1999). Similarly, RMSF characterizes variation in atomic coordi-

nate positions arising from protein flexibility. For the HBV capsid, there is excellent correlation

between RMSF and the calculated local resolution on a per-residue basis (Figure 7a–c). Notable cor-

relation is also identified between RMSF and crystallographic B-factors compiled from the two

Figure 7. Comparison of Ca RMSF with theoretical local resolution and experimental B-factors. (a) Per-residue comparison of RMSF and local

resolution; average RMSF is 2.03 Å, while average local resolution is 2.65 Å. For reference, the global FSC value of the theoretical density map is 2.3 Å.

(b) Per-residue comparison of normalized RMSF and normalized local resolution with normalized experimental B-factors, reported as an average based

on the two available apo-form HBV capsid crystal structures. To place metrics on the same scale for comparison, values (x) minus their average (m) are

normalized in units of standard deviation from the mean (s). (c) Relative changes between normalized RMSF and normalized local resolution are highly

correlated. (d) Relative changes between normalized RMSF and normalized experimental B-factors are also highly correlated, although noisier.

DOI: https://doi.org/10.7554/eLife.32478.019
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available apo-form HBV capsid crystal structures (Wynne et al., 1999; Bourne et al., 2006)

(Figure 7b and d). This result allows, for the first time, a direct line to be drawn between measure-

ments of local dynamics made with three distinctly different structural techniques and confirms that

the extent of local flexibility observed during simulation is supported by experiment.

Capsid rapidly exchanges water molecules
Capsid dynamics occur within the context of the surrounding solution environment, primarily com-

posed of water. Simulation results reveal that the HBV capsid is highly permeable to water, owing to

its large pores. Measurement of exchange rates for solvent species crossing the capsid surface indi-

cates that, under physiological conditions, water molecules exchange inward at a rate of

4.7�103 ± 0.03 ns-1 and outward at a rate of 4.7�103 ± 0.04 ns-1 (Figure 8a). These rates describe

the transition from bulk solvent within the capsid to bulk solvent outside of the capsid, and vice

versa, defined by a distance of ±20 Å from the capsid’s average radius. Equivalence between inward

and outward rates confirms that solvent exchange is in equilibrium between the capsid interior and

exterior. The rate of exchange of water across a spherical surface with the same average radius as

the capsid is estimated to be 233.1�103 ± 2.1 ns-1 (Figure 8—figure supplement 1a). All pore types

appear to be capable of bidirectional water transport, with, larger pores responsible for exchanging

more molecules of water per unit time (triangular pores > hexameric pores > pentameric pores).

The measured exchange rates for water contrast starkly with results from simulation studies of

other capsids. The poliovirus capsid (T = 4, 30 nm) was found to exchange water molecules at an

average rate of only 8 ± 2 ns-1 (Andoh et al., 2014), indicating relatively low permeability compared

to the HBV capsid. The smaller porcine circovirus type 2 (PCV2) capsid (T = 1, 20 nm) was found to

exchange water molecules at an average rate of 73 ± 3 ns-1 (Tarasova et al., 2017b), while the satel-

lite tobacco necrosis virus (STNV) capsid (T = 1, 22 nm) exhibited a rate of 10 ns-1 (Larsson et al.,

2012). The significantly larger HIV-1 capsid exchanged water molecules at an average rate of

19.8�103 ± 1.6 ns-1 (Perilla and Schulten, 2017). Interestingly, the rates measured for these simu-

lated capsids span three orders of magnitude, yet do not correlate with the trend of capsid size or

surface area. Such an observation highlights the remarkable diversity of capsid function across unre-

lated viruses.

Capsid exchanges sodium five times faster than chloride through
triangular pores
Under physiological conditions, the capsid’s solvent environment also contains charged ionic spe-

cies, particularly 150 mM NaCl. Simulation results reveal that, consistent with findings for other

viruses, the HBV capsid serves as a semipermeable membrane structure that selectively filters water

and ions. Measurement of exchange rates for ionic species crossing the capsid surface indicates

that, at 150 mM NaCl, sodium ions exchange inward and outward at rates of 8.4 ± 0.7 ns-1 and 8.5 ±

0.6 ns-1, respectively (Figure 8b), and chloride ions exchange inward and outward at rates of 1.8 ±

0.4 ns-1 and 1.7 ± 0.3 ns-1, respectively (Figure 8c). Equivalence between inward and outward rates

confirms that ion exchange is, like water exchange, in equilibrium between the capsid interior and

exterior. The rate of exchange of ions across a spherical surface with the same average radius as the

capsid is estimated to be 412.3 ± 93.3 ns-1 for sodium (Figure 8—figure supplement 1b) and 516.6

± 121.1 ns�1 for chloride (Figure 8—figure supplement 1c). An animation depicting exchange of

ions from the capsid interior to exterior is provided in Video 3.

Remarkably, the rate of exchange of sodium across the capsid surface is nearly five times faster

than that of chloride. Due to the highly negative net charge of the Cp149 capsid (�1680e at pH 7.0),

an excess of sodium ions was included in the simulation to achieve neutrality, such that there is a

sodium to chloride ratio of approximately 4:3. While the presence of more sodium in the system

could account for the observation of more translocation events for this species, a preference to

exchange sodium rather than chloride remains clear.

The measured rate for sodium exchange is consistent with the average rate determined for the

HIV-1 capsid (9.0 ± 1.9 ns-1), yet HIV-1 was found to preferentially exchange chloride (Perilla and

Schulten, 2017). Exchange of chloride ions across the HIV-1 capsid surface proceeded at an average

rate more than twice that of sodium (21.5 ± 3.1 ns-1) and was shown to occur through charge-specific

channels at the centers of capsomeres (Perilla and Schulten, 2017). 3D potentials of mean force
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Figure 8. Exchange rates for water and ions crossing the capsid surface. Cumulative numbers of solvent species

moving inward (blue) and outward (red) across the capsid surface over a given segment of simulation time are

plotted versus that simulation time, and the slope of the linear fits give the exchange rates, which are reported as

averages ± standard deviations. (a) Water molecules exchange at a rate of 4.7�103 ± 0.03 ns-1 inward and

Figure 8 continued on next page
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derived from ion occupancy maps indicated that chloride translocates more easily through hexame-

ric channels (Perilla and Schulten, 2017), which far outnumber pentameric channels in the HIV-1

capsid, partially accounting for an enhanced rate of chloride exchange. In contrast to both HBV and

HIV-1, simulation studies of the poliovirus and PCV2 capsids suggested that, while both structures

are permeable to water, they do not exchange ions (Andoh et al., 2014; Tarasova et al., 2017b).

Ion translocation events were observed for all pore types in the HBV capsid during simulation,

including those at the centers of capsomeres; however, computed ion occupancy maps reveal strong

localization of sodium only within the triangular pores that occur on either side of CD dimers, indi-

cating that sodium exchange primarily occurs through these apertures. Occupancy values are

directly related to the Gibbs free energy of binding (DG) (Cohen et al., 2006), and a 3D potential of

mean force was derived to quantify the strength of ion association based on the ratio of species

occupancy at a given site versus its occupancy in bulk solvent. At DG = �1.0 kcal mol-1, sodium local-

ization is prominent within the triangular pores, where three copies each of D2, D4, E14, D40, and

E43 aggregate from the surrounding trimers of dimers (Figure 9a). The highly negative nature of the

triangular pores likely relates to their preference to exchange positive ions and may contribute to

the relatively slow rate of exchange observed for negative ions. Paradoxically, permeability of the

HBV capsid to negatively charged species is essential for maturation, when nucleotides must pass in

and out through capsid pores to support reverse transcription.

Sodium shell forms along capsid
interior
HBV capsid assembly is known to be responsive

to solution conditions (Kukreja et al., 2014),

and our results indicate that the capsid can in

turn induce changes in the properties of its sur-

rounding environment. Notably, computed ion

occupancy maps reveal that the capsid invites

the localization of sodium ions in key regions

around its structure. At DG = �0.5 kcal mol-1,

sodium localizes in a shell along the capsid’s

interior surface and in arcs across the capsid

spike tips where two copies each of E77 and

D78 come together in close proximity

(Figure 9b). Occupancy is absent along the inte-

rior face of dimers themselves, yet most promi-

nent along the interior face of dimer-dimer

contacts. The sodium shell is apparent up to

DG = �0.8 kcal mol-1, at which point it more

clearly resembles a lattice.

The observation of a weakly associated

sodium shell along the interior surface of the

HBV capsid contrasts starkly with results from

simulation studies of other capsids. Chloride was

instead noted along the interior of both the HIV-

1 (Perilla and Schulten, 2017) and PCV2 cap-

sids, with a sufficient ‘neutralizing’ layer of

Figure 8 continued

4.7�10
3�0.04 ns�1 outward. (b) Sodium ions exchange at a rate of 8.4�0.7 ns-1 inward and 8.5 ± 0.6 ns-1 outward.

(c) Chloride ions exchange at a rate of 1.8 ± 0.4 ns-1 inward and 1.7 ± 0.3 ns-1 outward.

DOI: https://doi.org/10.7554/eLife.32478.020

The following figure supplement is available for figure 8:

Figure supplement 1. Exchange rates for water and ions crossing a spherical surface.

DOI: https://doi.org/10.7554/eLife.32478.021

Video 3. Exchange of NaCl across the HBV capsid.

Animation depicting the motions of ions contained

within the capsid at the beginning of MD simulation

over 0.1 ms of system equilibration. Ions exchange from

the capsid interior to exterior over time. Due to the

capsid’s preference to exchange positive ions, more

sodium (yellow) exits the capsid than chloride (cyan).

Animation rendered using VMD.

DOI: https://doi.org/10.7554/eLife.32478.022
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Figure 9. Sodium ion occupancy. (a) View of two AB and three CD dimers from the capsid exterior, illustrating

sodium ion localization (yellow) within the pores at the center of trimers of dimers, where three copies each of D2,

D4, E14, D40, and E43 (black spheres) aggregate. Isosurface contour level at DG = �1.0 kcal mol-1. Calculation

based on alignment of 60 asymmetric units with surrounding solvent, totaling 60 ms of conformational sampling.

Figure 9 continued on next page
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chloride shown to be critical for the stability of PCV2 (Tarasova et al., 2017a). Sodium was found to

prefer the exterior surface of the HIV-1 capsid (Perilla and Schulten, 2017).

The highly negative net charge of the Cp149 capsid (�1680e at pH 7.0) could account partially

for the observed affinity of sodium ions for the capsid surface. In the Cp183 capsid, the disordered

CTD tails carry a highly positive net charge (+3600e at pH 7.0) and have been shown to localize pri-

marily along the interior surface of the capsid (Selzer et al., 2015), roughly corresponding to the

shell region weakly occupied by sodium ions during simulation. The ability of the capsid to closely

corral positive species along its interior likely contributes to the organization of the CTD tails within

the capsid, explaining their experimentally observed preference to remain there and become

exposed to the capsid exterior only transiently for cellular signaling (Selzer et al., 2015).

In a mature Cp183 capsid containing a 3200-basepair dsDNA genome, the negative charge of

phosphates (�6400e at pH 7.0) should massively exceed the positive charge contributed by CTD

tails. Experimental work on Cp183 phosphorylation-mimic mutants indicate that the presence of

phosphates increases the preference of the CTD tails to remain within the capsid (Selzer et al.,

2015). Combined with experimental observation of a notable gap between the genome and capsid

surface (Wang et al., 2014), these findings suggest that the putative sodium shell identified by simu-

lation is a feature of the native capsid structure and may serve to electrostatically stabilize

phosphorylated CTD tails within the capsid interior. The CTD tails likely displace the sodium shell in

the absence of phosphorylation.

Sodium binds to Cp dimers
Further inspection of occupancy maps indicates that sodium ions can bind directly to Cp dimers. At

DG = �1.4 kcal mol-1, specific sodium binding is apparent at E117, where helix 5 extends from the

dimer-dimer interface (Figure 9c). E113 is adjacent on the helix, and simulation results demonstrate

that the localization of sodium here can transiently bridge interactions with E145 from the C-termini

of both the same and contacting dimer within the capsomere. Interactions between helix 5 and E145

were not previously emphasized by experiment, as the flexible C-termini of Cp149 are not resolved

in crystal structures. Specific sodium binding was also identified in the HIV-1 capsid, within the three-

fold interfaces between hexamers, and shown to bind the capsid structure with an affinity similar to

that observed for HBV (DG = �1.8 kcal mol-1) (Perilla and Schulten, 2017).

Chloride mediates intra-dimer interactions
While simulation results suggest that sodium is highly involved in HBV capsid function, chloride ions

were observed to play but a single role based on occupancy maps, weakly mediating an intra-dimer

contact. At DG = �0.8 kcal mol-1, chloride localization is associated with R28 and R39 on helix 2

from one Cp chain and the positively charged N-terminal M1 from its partner chain within the dimer

(Figure 9—figure supplement 1). The contact to helix 2 bridged by chloride likely serves to reduce

mobility of the flexible N-terminal region that precedes helix 1, thus enhancing structural stability of

the capsid. Specific chloride binding was identified in the HIV-1 capsid, within the central pores of

capsomeres, but was shown to bind the capsid structure with a higher affinity than observed for HBV

(DG = �1.5 kcal mol-1 in hexamers and DG = �2.7 kcal mol-1 in pentamers) (Perilla and Schulten,

2017).

Figure 9 continued

(b) Cross-section of the capsid showing sodium ion localization (yellow) in a shell along the interior and in arcs

above the spike tips. Isosurface contour level at DG = �0.5 kcal mol-1. Calculation based on alignment of full

capsid with surrounding solvent, totaling 1 ms of conformational sampling. (c) View of the asymmetric unit from the

capsid interior, illustrating sodium binding (yellow) at E117, adjacent to E113 (black spheres). Isosurface contour

level at DG = �1.4 kcal mol-1. Calculation based on alignment of 60 asymmetric units with surrounding solvent,

totaling 60 ms of conformational sampling. Inset: Schematic showing sodium binding locations within extended

capsid lattice. DG error estimates are all within 4�10-5 kcal mol-1.

DOI: https://doi.org/10.7554/eLife.32478.023

The following figure supplement is available for figure 9:

Figure supplement 1. Chloride ion occupancy.

DOI: https://doi.org/10.7554/eLife.32478.024
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Discussion
Simulation of the HBV capsid on the microsecond timescale reveals a highly flexible structure, whose

global dynamics are intrinsically asymmetric. Analysis of HBV capsid shape and essential dynamics

identifies a common theme of subtle ellipsoidal distortion, which occurs even at equilibrium. Cryo-

EM and biochemical studies indicate that mature HBV capsids (36 nm in diameter) can pass through

the nuclear pore (39 nm in diameter) to become localized within the nuclear basket, even when asso-

ciated with importin a/b (Panté and Kann, 2002; Gallucci and Kann, 2017). It may be that plasticity

in overall capsid structure is necessary to facilitate its ability to maneuver through the relatively

close-fit of the nuclear pore’s central channel. Indeed, coarse-grained MD simulations, combined

with atomic force microscopy experiments, showed that mechanical deformation of the capsid was

reversible up to 60% of its average radius (Arkhipov et al., 2009), demonstrating the capsid’s ability

to undergo moderate compression without structural failure. The capsid’s high permeability to

water, owing to its large pores, may confer the ability to rapidly equilibrate water density across its

surface upon mechanical deformation to prevent bursting.

Further, the maturation of HBV cores, which involves reverse transcription of pgRNA to dsDNA

within the assembled capsid, has been associated with structural destabilization. This effect is

believed to be due, at least in part, to mechanical strain imposed by the increased rigidity and orga-

nization of dsDNA (Cui et al., 2013; Dhason et al., 2012; Guo et al., 2010). Simulation results indi-

cating that the capsid is highly flexible and capable of asymmetric distortion support speculations

that it may flex or distort asymmetrically to accommodate the uneven distribution of internal pres-

sure arising from genome maturation, in turn rendering the capsid metastable (i.e. spring-loaded) to

facilitate uncoating (Dhason et al., 2012). The ability of the capsid to filter negatively charged ionic

species and translocate them at a relatively slow rate could serve to regulate the rate of reverse tran-

scription, such that structural distortion to accommodate dsDNA is allowed to occur gradually.

A growing body of experimental evidence indicates that the capsid’s mechanical properties are

essential to its biological function. Mutations in the Cp assembly domain, distant from the packaged

pgRNA, result in a capsid that supports reverse transcription of only one strand of the viral genome,

suggesting that capsid dynamics play an important role in genome replication (Tan et al., 2015). A

novel treatment strategy for HBV may, thus, lie in the development of small-molecule drugs

designed to increase capsid rigidity or otherwise limit the relative degrees of freedom of subunits,

such that key dynamical properties are suppressed or any necessary asymmetric distortion becomes

impossible. Recent work has shown that a class of HBV capsid-directed antiviral compounds not only

modulate assembly, but also cause pre-formed capsids to become asymmetric (Perilla et al.,

2016; Schlicksup et al., 2018), underscoring the ability of drugs to alter capsid structure and further

demonstrating the capsid’s readiness to undergo distortion in response to external stress.

Mechanical malleability of the HBV capsid has been attributed to relatively loose packing of its

constituent Cp dimers compared to packing of other capsids (Arkhipov et al., 2009). The complex

dynamics observed during simulation, as well as variability in collective motions across the capsid

within single modes, may result from such loose subunit packing, relatively weak interaction energies

between capsid subunits (Ceres and Zlotnick, 2002), and/or a relatively flat energy surface for dif-

ferent inter-subunit interactions, all of which can contribute to global flexibility and, thus, asymmetry.

Moreover, structural diversity arising from capsid flexibility and asymmetry is likely critical to viral

function. Conformational variations contribute to entropic stabilization of the capsid, which may be

an important component of the hysteresis between assembly and disassembly reactions. Entropic

mechanisms are now known to play an important role in allosteric regulation and protein-protein

interaction (Hilser et al., 2012). Such transitions will further contribute to low-frequency structural

events, including reverse transcription and conformational changes that the virus uses to surveil its

environment, such as exposure of nuclear localization signals.

From a cryo-EM perspective, asymmetry in virus particles can be defined in terms of a distinct

structural feature (such as a bound receptor), structural defects, or stochastic dynamical effects

(Wang et al., 2018). There have been a number of asymmetric reconstructions of icosahedral viruses

that treat asymmetry with respect to a structural feature, including HBV containing pgRNA and

reverse transcriptase (Wang et al., 2014), canine parvovirus bound to a single receptor

(Hafenstein et al., 2007), MS2 bound to a pilus (Dent et al., 2013), and MS2 with genome

(Dai et al., 2017). Asymmetry with respect to particle defects was explored in a recent analysis of
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Ross River virus (Wang et al., 2015). The present work has enabled investigation of the effects of

asymmetry driven by protein dynamics.

Density maps calculated for conformations sampled during simulation were averaged to yield a

final map that incorporates structural heterogeneity and mimics the result of a single-particle image

reconstruction. Despite the all-atom level of detail encompassed by simulation, capsid flexibility and

asymmetry were sufficient to cause notable blurring of the final map, particularly when icosahedral

averaging was applied. Resolution of the theoretical image reconstruction was 2.3 Å, while the best

cryo-EM resolution achieved thus far for the HBV capsid is 3.5 Å (Yu et al., 2013). Importantly, the

latter value contains errors resulting from experimental considerations that lower resolution, such as

heterogeneity due to sample preparation, the inherently low signal-to-noise ratio of imaged par-

ticles, error in particle alignment, inelastic scattering, incomplete sampling of particle orientations,

and imperfections in the experimental hardware. Yet, in the absence of experimental error, simula-

tion results indicate that thermal motion of particles makes large contributions to limiting the resolu-

tion of image reconstructions.

Single-particle image reconstructions depend on averaging together many image samples of

what is presumably a single biomolecular conformation; however, simulation results indicate that ico-

sahedral capsids can explore a massive ensemble of asymmetric conformations. Averaging over such

an ensemble, even without imposing icosahedral symmetry, will force the result to appear as a sin-

gle, blurry state. New 3D classification techniques can separate substantially different states, but the

structural variation and diversity observed during simulation suggests a continuum of states, which

will be difficult for image processing software to distinguish. Capsid dynamics may also lead to a

large fraction of images being discarded due to particle heterogeneity. Thus, even in this era of

increasing cryo-EM resolution, intrinsic capsid flexibility may represent a major limiting factor to

achieving true atomic (1–2 Å) resolution. Symmetry relaxation methods may warrant greater consid-

eration in future work.

Capsid dynamics occur within the context of the surrounding solution environment. Simulation

results indicate that the capsid can induce changes in the properties of its environment, particularly

with respect to the behavior of ions. Analysis of solvent exchange rates reveal that the capsid selec-

tively filters ions based on charge and translocates sodium across its surface more rapidly than chlo-

ride. The ability of the capsid to differentiate ionic species and preferentially translocate those that

are positively charged may play a role in facilitating the extrusion of the positively charged CTD tails

through the capsid’s pores to expose them to the surface for cellular signaling. By the same logic,

the addition of negative charges on the CTD tails by phosphorylation could serve to slow the rate of

extrusion, accounting in part for the observation that Cp183 phosphorylation-mimic mutants show

reduced rates of proteolytic cleavage, consistent with reduced exposure to the capsid exterior

(Selzer et al., 2015). Thus, based on its ion exchange preferences, the capsid could employ phos-

phorylation and dephosphorylation to modulate its own cellular signaling process.

Ion occupancy maps indicate that the translocation of sodium ions primarily occurs through the

triangular pores located on either side of CD dimers, suggesting that these apertures may also rep-

resent the gateways of CTD tail extrusion. Cryo-EM studies have implicated the capsid hexamers as

the sites of extrusion based on structural observation of a protein kinase within the hexameric valleys

of the capsid exterior, presumably bound there to CTD tails (Chen et al., 2011). These separate

findings are not mutually exclusive. Hexameric valleys are each surrounded by six triangular pores,

and as the largest valleys between capsid spikes, they may represent the most accessible location

along the surface for close approach of a kinase for CTD tail binding. Further, the triangular pores

are the largest surface apertures, and are, thus, best able to accommodate translocation of the pep-

tide chains that comprise CTD tails. The swaying motion of capsid spikes identified by simulation

could function to guide CTD tails extruded through triangular pores to their neighboring hexameric

valleys for interaction with kinases for phosphorylation. Enhanced flexibility of CD dimer spikes rela-

tive to AB dimer spikes could bias the movement of CTD tails to hexameric valleys rather than pen-

tameric valleys, which may be too spatially restrictive to accommodate kinase approach.

If the capsid’s triangular pores are indeed the location of CTD extrusion and therefore play a criti-

cal role in cellular signaling, a novel treatment strategy for HBV may lie in the development of a pep-

tide designed to block the pore to prevent extrusion and inhibit signaling. Recent work on the HIV-1

capsid demonstrated the tractability of pores as drug targets, describing a channel inhibitor that

blocks the pores to prevent nucleotide translocation into the capsid and, thereby, suppresses
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reverse transcription (Jacques et al., 2016). Pore-blocking drugs could also serve to inhibit reverse

transcription in the HBV capsid.

Strong localization of sodium ions observed within the capsid’s triangular pores appears to

enhance dimer-dimer interaction in regions of high negative charge. Positively charged metal ions

have been shown experimentally to increase the rate of capsid assembly (Ceres and Zlotnick, 2002;

Stray et al., 2004; Choi et al., 2005), possibly through specific binding to Cp (Ceres and Zlotnick,

2002; Stray et al., 2004). Zinc and nickel have been shown to accelerate assembly at much lower

concentrations than monovalent cations and are hypothesized to function by binding Cp dimers and

inducing them to adopt an assembly active conformation; a putative binding site for zinc ions has

been proposed (Stray et al., 2004). However, simulation does not identify sodium localization within

the zinc binding site. Importantly, zinc and nickel are transition metals capable of forming coordina-

tion spheres, while sodium is an alkali metal whose ionic interactions are governed primarily by elec-

trostatics. As kinetic enhancement by divalent transition metals is conferred at lower concentrations

than other divalent ions that lack coordination ability, such as calcium and magnesium (Stray et al.,

2004), it is likely that the mechanism by which zinc and nickel accelerate assembly acts in addition to

that of sodium or other non-transition metals.

Simulation results suggest that sodium reduces electrostatic repulsion within the triangular pores

where three dimers pack together to form a trimer of dimers. Importantly, a trimer of dimers is impli-

cated as the nucleation core for HBV capsid assembly (Zlotnick et al., 1999), and electrostatic stabi-

lization of this critical substructure may represent a mechanism by which positively charged metal

ions enhance assembly kinetics. Such an effect is consistent with calculations suggesting that ionic

strength promotes HBV capsid assembly by globally screening electrostatic repulsion between

dimers (Kegel and Schoot Pv, 2004). Interestingly, sodium binding was also observed within a tri-

meric dimer interface in the HIV-1 capsid (Perilla and Schulten, 2017), whose assembly is likewise

thought to be nucleated by a trimer of dimers (Grime and Voth, 2012; Tsiang et al., 2012).

Materials and methods

Computational modeling
An all-atom model of the HBV capsid assembly domain was constructed based on an available apo-

form crystal structure (PDB ID 2G33) (Bourne et al., 2006). Unresolved residues at the C-terminus of

each chain were modeled using ROSETTA (Leaver-Fay et al., 2011) to produce a complete Cp149

capsid. The termini of five A chains within a capsid pentamer were folded simultaneously to generate

2,000 structures. The termini of two each of B, C, and D chains within a capsid hexamer were folded

simultaneously to generate 5,000 structures. Two residues preceding the modeled termini were

allowed flexibility in each case, while all other crystallographic residues were held fixed. Altogether,

this procedure produced an ensemble of 10,000 structural models for each chain terminus within the

asymmetric unit. The ensembles were clustered based on protein backbone RMSD, employing a par-

titioning around medoids scheme, as implemented by (Goh et al., 2015). The medoid for the most

populated cluster from each ensemble was taken for the final model for A, B, C, and D chain termini,

respectively.

System preparation
Hydrogen positions and protonation states were assigned to the capsid for pH 7.0 using the propKa

(Søndergaard et al., 2011) option of PDB2PQR 2.0.0 (Dolinsky et al., 2007). The CIonize plugin of

VMD 1.9.2 (Humphrey et al., 1996) was used to place sodium and chloride ions around the capsid

structure according to its local electrostatic potential. The capsid’s net charge is �1680e, and a total

of 1680 local sodium and 20 local chloride ions were placed. The capsid, along with local ions, was

then suspended in a 392 Å3 box of explicit solvent with bulk ion concentration of 150 mM NaCl to

produce a charge-neutral system of nearly 6 M atoms. Box size was selected to ensure a distance of

at least 30 Å was maintained between periodic copies of the capsid during simulation. The capsid

system was parameterized with the CHARMM36 (MacKerell et al., 1998; MacKerell et al., 2004)

force field and TIP3P (Jorgensen et al., 1983) water model. Simulation files were prepared using

the psfgen plugin in VMD.
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Molecular dynamics simulations
Simulations were performed with NAMD 2.11 (Phillips et al., 2005) on the NSF Blue Waters super-

computer. A steepest decent energy minimization protocol consisting of 30,000 cycles was applied,

first to the solvent, then to the solvent and side chains of the capsid system. Upon initiating dynam-

ics, the temperature was increased from 60 K to 310 K over an interval of 5 ns, applying Cartesian

restraints of 5 kcal mol-1 to the protein backbone. Continuing under isothermal, isobaric conditions,

backbone restraints were removed over an interval of 5 ns. The capsid system was equilibrated for

0.1 ms without restraints, during which morphological properties of the capsid relaxed from the crys-

tal structure and stabilized. A production simulation totaling 1 ms was performed employing a time-

step of 2 fs, saving coordinate frames at intervals of 20 ps.

Simulations were propagated using the r-RESPA integrator available in NAMD. Long-range elec-

trostatics were split from short-range at a cutoff of 12 Å according to a quintic polynomial splitting

function and computed with the PME (particle-mesh Ewald) method, as implemented in NAMD.

PME utilized a grid spacing of 2.1 Å and eighth-order interpolation. Full electrostatic evaluations

were performed every 4 fs. Temperature regulation was carried out with the Langevin thermostat

algorithm in NAMD, employing a damping coefficient of 1 ps-1. The Nosé-Hoover Langevin piston

control was applied to maintain constant pressure of 1 bar, allowing isotropic cell scaling, with piston

oscillation period of 2,000 fs and damping timescale of 1,000 fs. All bonds to hydrogen were con-

strained with the SHAKE (solute) or SETTLE (solvent) algorithms.

Morphology characterization
Capsid inner volume and sphericity were estimated based on fitting a polyhedron of 240 triangular

faces within the capsid surface (Figure 1). The polyhedron was constructed for each simulated con-

formation by connecting the center points of the groups of five to six Cp chains surrounding each

symmetry axis or pore: Fivefold vertices were defined as the center of A5 chains (capsid pentamers).

Sixfold vertices were defined as the center of B2C2D2 chains (capsid hexamers). Threefold vertices

were defined as the center of B3C3 chains at hexamer interfaces. Points representing the triangular

pores at the interfaces of pentamers and hexamers were defined as the center of A2B2C1D1 chains.

The surface area SA of the polyhedron was calculated as the sum over the areas of 240 triangular

faces, according to Equation 1, where b is the base of each triangle and h is the height.

SA¼
X240

Triangles

bh

2
(1)

The volume V of the polyhedron was calculated as the sum over the volumes of 240 triangular

pyramids formed by each triangular face and the capsid center, according to Equation 2, where

bh=2 is the area of the base of each triangular pyramid and H is the pyramid height.

V ¼
X240

Pyramids

bh
2
H

3
(2)

The sphericity 	 of the polyhedron was calculated as a ratio of volume to surface area, according

to Equation 3 (Wadell, 1935). This formula gives rise to unit sphericity for a perfect sphere and

~0.939 for a regular icosahedron.

	¼
p

1

3 6Vð Þ
2

3

SA
(3)

Spike fluctuation analysis
The crystallographic version of AB and CD dimers (Bourne et al., 2006) were used as reference

structures for alignment. Four points were defined within the reference structures based on the geo-

metric center of Cas of selected residues: dimer core (residues 50 to 54 and 104 to 108), dimer spike

tip (residues 76 to 80), and C-terminus of helix 5 for chain A/C and chain B/D (residues 122 to 126).

The point representing the dimer core was set to the origin. A vector fitted through points repre-

senting the dimer core and spike tip was aligned along the z-axis. A vector fitted through points rep-

resenting the C-terminus of helix 5 for A and B or C and D chains, respectively, was aligned along
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the x-axis (Figure 2d–e). Dimer conformations extracted from the capsid simulation were aligned to

their appropriate reference structures based on their Ca trace. Points representing dimer spike tips

were determined for each simulated dimer conformation and reported as instantaneous position in

the xy plane.

Principal component analysis
PCA was performed as described by (Perilla and Schulten, 2017). PCA visualization employed the

NMWiz plugin (Bakan et al., 2011) in VMD.

Theoretical resolution experiments
A subset of 1,000 frames was extracted at 1-ns intervals over the final 1 ms of simulation. A steepest

decent energy minimization protocol consisting of 30,000 cycles was applied to each frame, such

that the capsid conformers contained within were subsequently treated as analogous to distinct cap-

sid particles flash-frozen in vitreous ice. Conformers were aligned on their Ca trace for structural

analysis. Theoretical density maps were rendered for each conformer at an arbitrary resolution and

pixel size using the pdb2mrc function from EMAN2 (Tang et al., 2007), effectively creating a Gauss-

ian density distribution for each atom with 1/e width at 1/resolution. Icosahedral averaging and FSC

functions were also supplied by EMAN2. For overall resolution estimation, the maps were randomly

shuffled to eliminate time-ordering, divided into two subsets and averaged, and FSC calculations

were performed on the two half-maps. For local resolution estimation, as well as assignment of local

resolution values to atomic coordinates, the LocalFSC plugin (Cardone et al., 2013) from UCSF Chi-

mera (Pettersen et al., 2004) was used with an adaptive box size. The local resolution is plotted as

the average over the four chains in the capsid asymmetric unit.

Solvent exchange rate analysis
(Perilla and Schulten, 2017) developed a 3D ray-tracing method within the framework of VMD to

distinguish the interior versus exterior of the HIV-1 capsid for the purpose of measuring solvent

exchange rates. A similar method was employed here for the HBV capsid, with some modifications.

Instead of casting six rays in the ±x̂, ±ŷ, and ±ẑ directions, a total of 512 rays were cast based on Pois-

son disk sampling (Bridson, 2007) to achieve improved distribution of ray strikes along the continu-

ously convex inner surface of the spherical capsid. Exchange rates were calculated based on the

numbers of solvent species that were present on one side of the capsid surface at a reference

frame t0 and then found on the opposite side of the capsid surface at a subsequent frame t > t0
(Andoh et al., 2014; Perilla and Schulten, 2017). The slope of the linear fit to cumulative number of

species versus simulation time segment gives the respective rate. Exchange rates for solvent cross-

ing a spherical surface with the same average radius as the capsid (145.4 Å) were estimated based

on a 4.4-ns simulation of a 392 Å3 box of explicit solvent (150 mM NaCl), performed using the same

parameters and protocols described for simulation of the capsid.

Ion localization analysis
Ion occupancy maps were calculated at a grid resolution of 1 Å for the final 1 ms of simulation, aver-

aging over 50,000 frames using the volmap plugin in VMD. The volutil plugin in VMD was employed

to convert occupancy to a potential of mean force representing Gibbs free energy of binding (DG)

based on Equation 4, where
�

r
!ð Þ
�0

is the ratio of species occupancy at a given site (grid voxel) versus

its occupancy in bulk solvent (explained in detail by [Cohen et al., 2006]).

Wð~rÞ ¼�kBT in
�ð~rÞ

�0
(4)

Global ion localization was evaluated based on a single average occupancy map encompassing

the entire system, aligned on the capsid’s Ca trace. Bulk occupancy values of �0 = 0.003 and 0.002,

taken from a bulk solvent region at the capsid center, were employed for conversion to DG for

sodium and chloride ions, respectively. Ion localization around the capsid asymmetric unit was evalu-

ated based on a map obtained from averaging over all 60 copies of the asymmetric unit present in

the capsid assembly, aligned on Ca trace. This approach provided a total of 60 ms of effective
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system sampling. Bulk occupancy values of �0 = 0.003 and 0.002, taken from the bulk region of the

overlay, were employed for sodium and chloride ions, respectively. Bulk values are greater for

sodium than chloride due to the 1680 additional sodium ions required to neutralize the highly nega-

tive capsid structure.

Data availability

The simulation dataset that supports the findings of this work has a footprint of 4 TB, and is, thus,

unavailable for direct download. Instead, the dataset is available from the corresponding author

upon request. Interested readers should contact the corresponding author to determine the best

approach for managing data transfer between institutions.

Acknowledgements
This work is dedicated to Klaus Schulten (1947-2016), who pioneered the application of MD simula-

tions to study complete virus capsids. The authors acknowledge funding from the National Institutes

of Health grant 5P30GM110758-04 and the University of Delaware. This research is part of the Blue

Waters sustained-petascale computing project, which is supported by the National Science Founda-

tion (awards OCI-0725070 and ACI-1238993) and the state of Illinois. Blue Waters is a joint effort of

the University of Illinois at Urbana-Champaign and its National Center for Supercomputing Applica-

tions. The authors acknowledge use of Blue Waters through an allocation for research undertaken at

the University of Illinois at Urbana-Champaign entitled ‘Unveiling the functions of the HIV-1 and HBV

capsids through the computational microscope.’

Additional information

Competing interests

Adam Zlotnick: A.Z. has an interest in a biotechnology company and acknowledges a conflict of

interest. The other authors declare that no competing interests exist.

Funding

Funder Grant reference number Author

National Institutes of Health Center of Biomedical
Research Excellence
Grant,5P30GM110758-04

Jodi A Hadden
Juan R Perilla

University of Delaware Postdoctoral Fellowship Jodi A Hadden

National Institutes of Health Biomedical Technology
Research
Resource,9P41GM104601

Klaus Schulten

The funders had no role in study design, data collection and interpretation, or the

decision to submit the work for publication.

Author contributions

Jodi A Hadden, Conceptualization, Resources, Data curation, Software, Formal analysis, Supervision,

Funding acquisition, Validation, Investigation, Visualization, Methodology, Writing—original draft,

Project administration, Writing—review and editing; Juan R Perilla, Conceptualization, Resources,

Software, Formal analysis, Supervision, Funding acquisition, Validation, Visualization, Methodology;

Christopher John Schlicksup, Conceptualization, Formal analysis, Validation, Visualization, Methodol-

ogy, Writing—review and editing; Balasubramanian Venkatakrishnan, Conceptualization, Formal

analysis, Validation, Methodology; Adam Zlotnick, Conceptualization, Resources, Supervision, Meth-

odology, Project administration, Writing—review and editing; Klaus Schulten, Resources, Software,

Supervision, Funding acquisition, Methodology, Project administration

Author ORCIDs

Jodi A Hadden http://orcid.org/0000-0003-4685-8291

Juan R Perilla http://orcid.org/0000-0003-1171-6816

Hadden et al. eLife 2018;7:e32478. DOI: https://doi.org/10.7554/eLife.32478 23 of 27

Research article Structural Biology and Molecular Biophysics

http://orcid.org/0000-0003-4685-8291
http://orcid.org/0000-0003-1171-6816
https://doi.org/10.7554/eLife.32478


Adam Zlotnick http://orcid.org/0000-0001-9945-6267

Klaus Schulten https://orcid.org/0000-0001-7192-9632

Decision letter and Author response

Decision letter https://doi.org/10.7554/eLife.32478.027

Author response https://doi.org/10.7554/eLife.32478.028

Additional files
Supplementary files
. Transparent reporting form

DOI: https://doi.org/10.7554/eLife.32478.025

References
Andoh Y, Yoshii N, Yamada A, Fujimoto K, Kojima H, Mizutani K, Nakagawa A, Nomoto A, Okazaki S. 2014. All-
atom molecular dynamics calculation study of entire poliovirus empty capsids in solution. The Journal of
Chemical Physics 141:165101. DOI: https://doi.org/10.1063/1.4897557, PMID: 25362342

Arkhipov A, Roos WH, Wuite GJ, Schulten K. 2009. Elucidating the mechanism behind irreversible deformation
of viral capsids. Biophysical Journal 97:2061–2069. DOI: https://doi.org/10.1016/j.bpj.2009.07.039, PMID: 1
9804738

Bakan A, Meireles LM, Bahar I. 2011. ProDy: protein dynamics inferred from theory and experiments.
Bioinformatics 27:1575–1577. DOI: https://doi.org/10.1093/bioinformatics/btr168, PMID: 21471012

Bourne CR, Finn MG, Zlotnick A. 2006. Global structural changes in hepatitis B virus capsids induced by the
assembly effector HAP1. Journal of Virology 80:11055–11061. DOI: https://doi.org/10.1128/JVI.00933-06,
PMID: 16943288

Bridson R. 2007. Fast Poisson Disk Sampling in Arbitrary Dimensions. SIGGRAPH Sketches.p.22
Cardone G, Heymann JB, Steven AC. 2013. One number does not fit all: mapping local variations in resolution in
cryo-EM reconstructions. Journal of Structural Biology 184:226–236. DOI: https://doi.org/10.1016/j.jsb.2013.
08.002, PMID: 23954653

Carrillo-Tripp M, Shepherd CM, Borelli IA, Venkataraman S, Lander G, Natarajan P, Johnson JE, Brooks CL,
Reddy VS. 2009. VIPERdb2: an enhanced and web API enabled relational database for structural virology.
Nucleic Acids Research 37:D436–D442. DOI: https://doi.org/10.1093/nar/gkn840, PMID: 18981051

Ceres P, Zlotnick A. 2002. Weak protein-protein interactions are sufficient to drive assembly of hepatitis B virus
capsids. Biochemistry 41:11525–11531. DOI: https://doi.org/10.1021/bi0261645, PMID: 12269796

Chen C, Wang JC, Zlotnick A. 2011. A kinase chaperones hepatitis B virus capsid assembly and captures capsid
dynamics in vitro. PLoS Pathogens 7:e1002388. DOI: https://doi.org/10.1371/journal.ppat.1002388,
PMID: 22114561

Choi Y, Gyoo Park S, Yoo JH, Jung G. 2005. Calcium ions affect the hepatitis B virus core assembly. Virology
332:454–463. DOI: https://doi.org/10.1016/j.virol.2004.11.019, PMID: 15661175

Cohen J, Arkhipov A, Braun R, Schulten K. 2006. Imaging the migration pathways for O2, CO, NO, and Xe inside
myoglobin. Biophysical Journal 91:1844–1857. DOI: https://doi.org/10.1529/biophysj.106.085746,
PMID: 16751246

Conway JF, Cheng N, Zlotnick A, Wingfield PT, Stahl SJ, Steven AC. 1997. Visualization of a 4-helix bundle in the
hepatitis B virus capsid by cryo-electron microscopy. Nature 386:91–94. DOI: https://doi.org/10.1038/
386091a0, PMID: 9052787

Cui X, Ludgate L, Ning X, Hu J. 2013. Maturation-associated destabilization of hepatitis B virus nucleocapsid.
Journal of Virology 87:11494–11503. DOI: https://doi.org/10.1128/JVI.01912-13, PMID: 23966388

Dai X, Li Z, Lai M, Shu S, Du Y, Zhou ZH, Sun R. 2017. In situ structures of the genome and genome-delivery
apparatus in a single-stranded RNA virus. Nature 541:112–116. DOI: https://doi.org/10.1038/nature20589,
PMID: 27992877

Dent KC, Thompson R, Barker AM, Hiscox JA, Barr JN, Stockley PG, Ranson NA. 2013. The asymmetric structure
of an icosahedral virus bound to its receptor suggests a mechanism for genome release. Structure 21:1225–
1234. DOI: https://doi.org/10.1016/j.str.2013.05.012, PMID: 23810697

Dhason MS, Wang JC, Hagan MF, Zlotnick A. 2012. Differential assembly of Hepatitis B Virus core protein on
single- and double-stranded nucleic acid suggest the dsDNA-filled core is spring-loaded. Virology 430:20–29.
DOI: https://doi.org/10.1016/j.virol.2012.04.012, PMID: 22595445

Dolinsky TJ, Czodrowski P, Li H, Nielsen JE, Jensen JH, Klebe G, Baker NA. 2007. PDB2PQR: expanding and
upgrading automated preparation of biomolecular structures for molecular simulations. Nucleic Acids Research
35:W522–W525. DOI: https://doi.org/10.1093/nar/gkm276, PMID: 17488841

Dykeman EC, Sankey OF. 2010. Atomistic modeling of the low-frequency mechanical modes and Raman spectra
of icosahedral virus capsids. Physical Review E 81:021918. DOI: https://doi.org/10.1103/PhysRevE.81.021918

Hadden et al. eLife 2018;7:e32478. DOI: https://doi.org/10.7554/eLife.32478 24 of 27

Research article Structural Biology and Molecular Biophysics

http://orcid.org/0000-0001-9945-6267
https://orcid.org/0000-0001-7192-9632
https://doi.org/10.7554/eLife.32478.027
https://doi.org/10.7554/eLife.32478.028
https://doi.org/10.7554/eLife.32478.025
https://doi.org/10.1063/1.4897557
http://www.ncbi.nlm.nih.gov/pubmed/25362342
https://doi.org/10.1016/j.bpj.2009.07.039
http://www.ncbi.nlm.nih.gov/pubmed/19804738
http://www.ncbi.nlm.nih.gov/pubmed/19804738
https://doi.org/10.1093/bioinformatics/btr168
http://www.ncbi.nlm.nih.gov/pubmed/21471012
https://doi.org/10.1128/JVI.00933-06
http://www.ncbi.nlm.nih.gov/pubmed/16943288
https://doi.org/10.1016/j.jsb.2013.08.002
https://doi.org/10.1016/j.jsb.2013.08.002
http://www.ncbi.nlm.nih.gov/pubmed/23954653
https://doi.org/10.1093/nar/gkn840
http://www.ncbi.nlm.nih.gov/pubmed/18981051
https://doi.org/10.1021/bi0261645
http://www.ncbi.nlm.nih.gov/pubmed/12269796
https://doi.org/10.1371/journal.ppat.1002388
http://www.ncbi.nlm.nih.gov/pubmed/22114561
https://doi.org/10.1016/j.virol.2004.11.019
http://www.ncbi.nlm.nih.gov/pubmed/15661175
https://doi.org/10.1529/biophysj.106.085746
http://www.ncbi.nlm.nih.gov/pubmed/16751246
https://doi.org/10.1038/386091a0
https://doi.org/10.1038/386091a0
http://www.ncbi.nlm.nih.gov/pubmed/9052787
https://doi.org/10.1128/JVI.01912-13
http://www.ncbi.nlm.nih.gov/pubmed/23966388
https://doi.org/10.1038/nature20589
http://www.ncbi.nlm.nih.gov/pubmed/27992877
https://doi.org/10.1016/j.str.2013.05.012
http://www.ncbi.nlm.nih.gov/pubmed/23810697
https://doi.org/10.1016/j.virol.2012.04.012
http://www.ncbi.nlm.nih.gov/pubmed/22595445
https://doi.org/10.1093/nar/gkm276
http://www.ncbi.nlm.nih.gov/pubmed/17488841
https://doi.org/10.1103/PhysRevE.81.021918
https://doi.org/10.7554/eLife.32478


Freddolino PL, Arkhipov AS, Larson SB, McPherson A, Schulten K. 2006. Molecular dynamics simulations of the
complete satellite tobacco mosaic virus. Structure 14:437–449. DOI: https://doi.org/10.1016/j.str.2005.11.014,
PMID: 16531228

Gallucci L, Kann M. 2017. Nuclear Import of Hepatitis B Virus Capsids and Genome. Viruses 9:21. DOI: https://
doi.org/10.3390/v9010021

Goh BC, Hadden JA, Bernardi RC, Singharoy A, McGreevy R, Rudack T, Cassidy CK, Schulten K. 2016.
Computational Methodologies for Real-Space Structural Refinement of Large Macromolecular Complexes.
Annual Review of Biophysics 45:253–278. DOI: https://doi.org/10.1146/annurev-biophys-062215-011113,
PMID: 27145875

Goh BC, Perilla JR, England MR, Heyrana KJ, Craven RC, Schulten K. 2015. Atomic Modeling of an Immature
Retroviral Lattice Using Molecular Dynamics and Mutagenesis. Structure 23:1414–1425. DOI: https://doi.org/
10.1016/j.str.2015.05.017, PMID: 26118533

Grime JM, Voth GA. 2012. Early stages of the HIV-1 capsid protein lattice formation. Biophysical Journal 103:
1774–1783. DOI: https://doi.org/10.1016/j.bpj.2012.09.007, PMID: 23083721

Guo H, Mao R, Block TM, Guo JT. 2010. Production and function of the cytoplasmic deproteinized relaxed
circular DNA of hepadnaviruses. Journal of Virology 84:387–396. DOI: https://doi.org/10.1128/JVI.01921-09,
PMID: 19864387

Hafenstein S, Palermo LM, Kostyuchenko VA, Xiao C, Morais MC, Nelson CD, Bowman VD, Battisti AJ, Chipman
PR, Parrish CR, Rossmann MG. 2007. Asymmetric binding of transferrin receptor to parvovirus capsids.
Proceedings of the National Academy of Sciences 104:6585–6589. DOI: https://doi.org/10.1073/pnas.
0701574104, PMID: 17420467

Hilser VJ, Wrabl JO, Motlagh HN. 2012. Structural and energetic basis of allostery. Annual Review of Biophysics
41:585–609. DOI: https://doi.org/10.1146/annurev-biophys-050511-102319, PMID: 22577828

Humphrey W, Dalke A, Schulten K. 1996. VMD: visual molecular dynamics. Journal of Molecular Graphics 14:33–
38. DOI: https://doi.org/10.1016/0263-7855(96)00018-5, PMID: 8744570

Jacques DA, McEwan WA, Hilditch L, Price AJ, Towers GJ, James LC. 2016. HIV-1 uses dynamic capsid pores to
import nucleotides and fuel encapsidated DNA synthesis. Nature 536:349–353. DOI: https://doi.org/10.1038/
nature19098, PMID: 27509857

Jorgensen WL, Chandrasekhar J, Madura JD, Impey RW, Klein ML. 1983. Comparison of simple potential
functions for simulating liquid water. The Journal of Chemical Physics 79:926–935. DOI: https://doi.org/10.
1063/1.445869

Katen SP, Tan Z, Chirapu SR, Finn MG, Zlotnick A. 2013. Assembly-directed antivirals differentially bind
quasiequivalent pockets to modify hepatitis B virus capsid tertiary and quaternary structure. Structure 21:1406–
1416. DOI: https://doi.org/10.1016/j.str.2013.06.013, PMID: 23871485

Kegel WK, Schoot Pv P. 2004. Competing hydrophobic and screened-coulomb interactions in hepatitis B virus
capsid assembly. Biophysical Journal 86:3905–3913. DOI: https://doi.org/10.1529/biophysj.104.040055,
PMID: 15189887

Kim MK, Jernigan RL, Chirikjian GS. 2003. An elastic network model of HK97 capsid maturation. Journal of
Structural Biology 143:107–117. DOI: https://doi.org/10.1016/S1047-8477(03)00126-6, PMID: 12972347

Kukreja AA, Wang JC, Pierson E, Keifer DZ, Selzer L, Tan Z, Dragnea B, Jarrold MF, Zlotnick A. 2014. Structurally
similar woodchuck and human hepadnavirus core proteins have distinctly different temperature dependences
of assembly. Journal of Virology 88:14105–14115. DOI: https://doi.org/10.1128/JVI.01840-14, PMID: 25253350

Larsson DS, Liljas L, van der Spoel D. 2012. Virus capsid dissolution studied by microsecond molecular dynamics
simulations. PLoS Computational Biology 8:e1002502. DOI: https://doi.org/10.1371/journal.pcbi.1002502,
PMID: 22589708

Leaver-Fay A, Tyka M, Lewis SM, Lange OF, Thompson J, Jacak R, Kaufman K, Renfrew PD, Smith CA, Sheffler
W, Davis IW, Cooper S, Treuille A, Mandell DJ, Richter F, Ban YE, Fleishman SJ, Corn JE, Kim DE, Lyskov S,
et al. 2011. ROSETTA3: an object-oriented software suite for the simulation and design of macromolecules.
Methods in Enzymology 487:545–574. DOI: https://doi.org/10.1016/B978-0-12-381270-4.00019-6, PMID: 211
87238

MacKerell AD, Bashford D, Bellott M, Dunbrack RL, Evanseck JD, Field MJ, Fischer S, Gao J, Guo H, Ha S,
Joseph-McCarthy D, Kuchnir L, Kuczera K, Lau FT, Mattos C, Michnick S, Ngo T, Nguyen DT, Prodhom B,
Reiher WE, et al. 1998. All-atom empirical potential for molecular modeling and dynamics studies of proteins.
The Journal of Physical Chemistry B 102:3586–3616. DOI: https://doi.org/10.1021/jp973084f, PMID: 24889800

MacKerell AD, Feig M, Brooks CL. 2004. Improved treatment of the protein backbone in empirical force fields.
Journal of the American Chemical Society 126:698–699. DOI: https://doi.org/10.1021/ja036959e,
PMID: 14733527

May ER, Aggarwal A, Klug WS, Brooks CL. 2011. Viral capsid equilibrium dynamics reveals nonuniform elastic
properties. Biophysical Journal 100:L59–L61. DOI: https://doi.org/10.1016/j.bpj.2011.04.026, PMID: 21641297

May ER, Feng J, Brooks CL. 2012. Exploring the symmetry and mechanism of virus capsid maturation via an
ensemble of pathways. Biophysical Journal 102:606–612. DOI: https://doi.org/10.1016/j.bpj.2011.12.016,
PMID: 22325284

May ER. 2014. Recent Developments in Molecular Simulation Approaches to Study Spherical Virus Capsids.
Molecular Simulation 40:878–888. DOI: https://doi.org/10.1080/08927022.2014.907899, PMID: 25197162

Ott JJ, Stevens GA, Groeger J, Wiersma ST. 2012. Global epidemiology of hepatitis B virus infection: new
estimates of age-specific HBsAg seroprevalence and endemicity. Vaccine 30:2212–2219. DOI: https://doi.org/
10.1016/j.vaccine.2011.12.116, PMID: 22273662

Hadden et al. eLife 2018;7:e32478. DOI: https://doi.org/10.7554/eLife.32478 25 of 27

Research article Structural Biology and Molecular Biophysics

https://doi.org/10.1016/j.str.2005.11.014
http://www.ncbi.nlm.nih.gov/pubmed/16531228
https://doi.org/10.3390/v9010021
https://doi.org/10.3390/v9010021
https://doi.org/10.1146/annurev-biophys-062215-011113
http://www.ncbi.nlm.nih.gov/pubmed/27145875
https://doi.org/10.1016/j.str.2015.05.017
https://doi.org/10.1016/j.str.2015.05.017
http://www.ncbi.nlm.nih.gov/pubmed/26118533
https://doi.org/10.1016/j.bpj.2012.09.007
http://www.ncbi.nlm.nih.gov/pubmed/23083721
https://doi.org/10.1128/JVI.01921-09
http://www.ncbi.nlm.nih.gov/pubmed/19864387
https://doi.org/10.1073/pnas.0701574104
https://doi.org/10.1073/pnas.0701574104
http://www.ncbi.nlm.nih.gov/pubmed/17420467
https://doi.org/10.1146/annurev-biophys-050511-102319
http://www.ncbi.nlm.nih.gov/pubmed/22577828
https://doi.org/10.1016/0263-7855(96)00018-5
http://www.ncbi.nlm.nih.gov/pubmed/8744570
https://doi.org/10.1038/nature19098
https://doi.org/10.1038/nature19098
http://www.ncbi.nlm.nih.gov/pubmed/27509857
https://doi.org/10.1063/1.445869
https://doi.org/10.1063/1.445869
https://doi.org/10.1016/j.str.2013.06.013
http://www.ncbi.nlm.nih.gov/pubmed/23871485
https://doi.org/10.1529/biophysj.104.040055
http://www.ncbi.nlm.nih.gov/pubmed/15189887
https://doi.org/10.1016/S1047-8477(03)00126-6
http://www.ncbi.nlm.nih.gov/pubmed/12972347
https://doi.org/10.1128/JVI.01840-14
http://www.ncbi.nlm.nih.gov/pubmed/25253350
https://doi.org/10.1371/journal.pcbi.1002502
http://www.ncbi.nlm.nih.gov/pubmed/22589708
https://doi.org/10.1016/B978-0-12-381270-4.00019-6
http://www.ncbi.nlm.nih.gov/pubmed/21187238
http://www.ncbi.nlm.nih.gov/pubmed/21187238
https://doi.org/10.1021/jp973084f
http://www.ncbi.nlm.nih.gov/pubmed/24889800
https://doi.org/10.1021/ja036959e
http://www.ncbi.nlm.nih.gov/pubmed/14733527
https://doi.org/10.1016/j.bpj.2011.04.026
http://www.ncbi.nlm.nih.gov/pubmed/21641297
https://doi.org/10.1016/j.bpj.2011.12.016
http://www.ncbi.nlm.nih.gov/pubmed/22325284
https://doi.org/10.1080/08927022.2014.907899
http://www.ncbi.nlm.nih.gov/pubmed/25197162
https://doi.org/10.1016/j.vaccine.2011.12.116
https://doi.org/10.1016/j.vaccine.2011.12.116
http://www.ncbi.nlm.nih.gov/pubmed/22273662
https://doi.org/10.7554/eLife.32478


Packianathan C, Katen SP, Dann CE, Zlotnick A. 2010. Conformational changes in the hepatitis B virus core
protein are consistent with a role for allostery in virus assembly. Journal of Virology 84:1607–1615.
DOI: https://doi.org/10.1128/JVI.02033-09, PMID: 19939922
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